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EXPANSION AND TRANSDIFFERENTIATION OF 
HUMAN ACINAR CELLS 

This application claims the benefit of provisional application 60/384,000, filed May 
28, 2002, which disclosure is incorporated by reference in its entirety herein. 

BACKGROUND OF THE INVENTION 

1. Field of the Invention 

[OOOIJ The invention relates to compositions and methods whereby, eg., human 
pancreatic acinar cells are cultured under conditions that support expansion and 
transdijBFerentiation into glandular epithelial cells and subsequently into insulin-producing 
cells. 

2. Background Information 

[0002] The potential benefits of taking insulin-producing cells fi-om' organ donors and 
transplantmg them into insulin-dependent. Type I diabetic patients is clear. In the 
Edmonton clinical trials, many patients have lived firee firom the delivery of exogenous 
insulin for approximately 2 years after being transplanted with intact islets from organ 
donor sources. However, current technology requires two organ donor pancreata to 
generate a sufficient number of islets (about 1 million islets, comprised of about 1,000 
cells each) to transplant into one diabetic patient for cellular therapy. Thus, tiiere has been 
emphasis in the diabetes field to identify new sources of insulin-producing cells for 
transplantation. Many avenues are being explored, including expansion of islets after 
harvest and before transplantation and the generation of new islets fi-om stem-like cells 
derived from the bone marrow, or from precursor cells located in the pancreas. The 
challenges presented by these approaches are related to maintenance of fimction of islets 
over long periods of culture, and of the relative rarity of stem-like cells that can be 
harnessed for insulin production from the bone marrow and pancreas. The ductular 
precursor stem-like cells derived from the pancreas are reported to be more eflficient than 
bone-marrow derived cells at differentiation into insulin-producing cells, and this may 
reflect their site of origin (i.e., pancreas) where they are certainly exposed to many 
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differentiation signals related to the pancreatic microenvironment. The most abundant 
cell type in the pancreas is the acinar cell, which comprises about 85% of the pancreas. 
The acinar cells serve to produce and secrete digestive enzymes and, like islet cells, arise 
during development from the ductular cell compartment 

[0003] There have been reports that acinar cells, when cultivated in vitro, especially 
under conditions of stress, can undergo a *transdifferentiation' into a cell type that 
resembles ductular cells, as determined by expression of CK19, CK7, and carbonic 
anhydrase (all reputed by the authors to be markers of duct cells) (Kerr-Conte, 1996; WO 
02/29010 A2), Hall et al., 1992). Furthermore, Bouwens et al (1998) have shown in vivo, 
in a model of pancreatic duct ligation, that acinar cells in the ligated portion of the 
pancreas undergo transdifferentiation into cells with a ductular phenotype. Further work 
has suggested that insulin-producing cells can be produced upon further differentiation of 
the duct cells in the ligated portion of the pancreas. The acinar cells are also reported to 
be of limited survivability in primary culture, with some culture conditions leading to loss 
of at least 50% of cells within a week. While primary duct cells have been demonstrated 
in vitro to convert into insulin-producing cells under some culture conditions (e.g. Boimer 
Weir, 2000, U.S. Pat. No. 6,011,647), there are no reports of cells that arose from acinar 
cells in vitro differentiating further to produce islet-like cells. 

[00041 Prior to the development of the present system, primary pancreatic acinar cells 
were expanded without differentiation into insulin-producing cells, either in serum- 
containing medium (undesirable both because of the risk and the uncertainty associated 
with the use of serum), or in complex serum free media formulations. Likewise, primary 
pancreatic acinar cells have been transdifferentiated into insulin-producing cells without 
expansion, producing cells with an insulin-producing phenotype in small numbers. 
Furthermore, it has not been previously possible to obtain insulin-producing cells in good 
numbers using acinar cells as starting material. 

[0005] Thus, there is a need for a simple cell culture system and method for rapidly 
generating large numbers of cells that can further differentiate into, e.g., insulin- 
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producing cells, through expansion and transdifferentiation of the abundant pancreatic 
acinar cells. Further, there is a need for a ceil culture system and method for culturing 
and transforming such cells into insulin-producing cells. One cell culture system and 
related method disclosed herein allows a simple, one-step approach that generates 
expanded cultures that contain at least 80% intermediate progenitor cells that can give 
rise to insulin-producing cells. A second cell culture system and related method allows 
the further culturing of these intermediate progenitor cells or other glandular epitheUal 
cells to obtain insulin-producing cells. Both IP cells and insulin-producmg cells will be 
useful for cell-based therapies for the treatment of diseases such as diabetes. 

SUMMARY OF THE INVENTION 

[0006] The present mvention provides compositions and methods whereby, e.g., acinar 
cells can be cultivated successfully in vitro, undergoing a 3-4 fold increase m cell number 
over time, and giving rise to a cell population that co-expresses acinar and ductal markers 
early during the culture (2-3 days ex vivo), then ultimately about 7-8 days ex vivo) 
acquires a modified phenotype characterized by expression of some acinar-associated 
genes, as well as some liver-associated genes. The genes expressed by these modified 
cells at about 7-8 days ex vivo include, e.g., ductular cytokeratins (CK7, CK8, CK18 and 
CK19), hepatic nuclear factor 1 (fINFl), aIpha-1 antitrypsin, pi-glutathione s transferase 
(pi-GST), hver-specific (basic helix-loop-helix (bHLH) transcription factor, Thy-1, 
CCAAT/enhancer-binding protein (C/EBP)-alpha and C/EBP-beta. These ceils exhibit 
little if any expression of the pancreas-associated genes carbonic anhydrase, cystic 
fibrosis transmembrane conductance regulator (CFTR), elastase and amylase. By "little 
if any" expression of a gene is meant herein that gene expression is generally 
undetectable under conventional methods, such as the hybridization and 
immunocytochemical methods described herein, but expression may be detected by 
extraordinarily sensitive methods, such as PCR-based analysis. This type of modified 
cell is referred to herein as an intermediate progenitor ("IP") cell. The 
expanded/transdifferentiated acinar cells (TP cells) can be produced usmg a general 
serum-containing media, or, in a preferred method, can be produced without serum on a 
surface comprising one or more extracellular matrix molecules (ECMs) in the presence of 
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one or more soluble active factors. ECMs can be presented in 2 dimensional or 3 
dimensional culture systems in the presence of soluble active factors. 

[0007] The TP cells generated from these cultures are expected to be useful directly in 
certain medical applications. For example, there is evidence that such cells may under 
certain conditions become functioning insulin-producing cells when implanted in diabetic 
patients. The cells can also be used for drug discovery and toxicity studies. 

[0008] In addition, according to a further aspect of the invention, the DP cells can be 
cultivated further, in a serum-free medium composed of any standard serum-free base 
medium (DMEM:HamsF12, for example) with BSA and combinations of factors, 
including ECMs, small molecules, and growth factors. After 5-10 days of culture, the IP 
cells undergo additional steps of differentiation, culminating in the formation of cell 
aggregates that express pro-insulin and C-peptide. Challenge of these cultures with a 
high-glucose medium causes release of insulin and C-peptide into the medium, indicating 
the production in these cultures of functional islet-like cells. 

[0009] Thus, in a first aspect, the present invention provides a cell culture system 
comprising a superior cell attachment surface that also stimulates cellular expansion, and 
a simple culture medium including effective amounts of one or more soluble active 
factors, or serum {e.g. fetal bovine serum), added to a base medium composition. The cell 
culture system will be particularly useful for primary culture of mammalian epitheUal 
cells, particularly human epithelial cells. In a preferred embodiment the cell culture 
system is used for the expansion and transdifferentiation of primary acinar cells, 
especially human pancreatic acinar cells. 

[00010] The cell attachment surface for this cell culture system is any surface to which 
the cells can attach and expand, including both 2 dimensional {e.g. plates, flasks, roller 
bottles, petri dishes, wells etc.) and 3 dimensional {e.g. scaffold) environments. 
Preferably the surface comprises at least one type of ECM, or a peptide fragment thereof. 
Cells may, in some circumstances, detach from these surfaces and form self-supporting 



4 



wo 03/102171 

PCT/US03/16096 

aggregates. Suitable fragments include peptides consisting of a sequence of three of 
more amino acid residues that are identical to any portion of the anuno acid sequence of 
the ECM. Such fragments can be easily made and tested by means known to those of 
stallmtheart. Most preferably the surface is a layer of coUagen 1. Many other surfeces 
kno^ m the art are also suitable, such as Collagen VI, Collagen IV. Vitronectin, or 
Fibronectin. Collagen I is preferred due to ease and cost. 

lOOOllJ T^ie base medium'to which the soluble active factors are added may be any cell 
culture medium appropriate for growth and differentiation of epithelial ceUs H^ese 
include, but are not limited to. DMEM, Hams F12, MEM. M-199 and RPMl The 
general requirements for such culture media and many suitable examples are known to 
those of skill in the art. To this base medium is added either semm (such as fetal bovine 
s^), or a stabilizing protein such as bovine serum albumin (BSA) along with effective 
amounts of soluble active factors. The medium is preferably sermn-free. 

[00012] Soluble active factors for the expansion and transdifferentiation of primary 
pancreatic acinar cells into IP ceUs include growth factors such as HGF receptor 
activators and EGF receptor activators. Prefixed soluble active factors include one or 
more of EGF and Transforming Growth Factor-a. IGFI , HGF, betacellulin. prolactin and 
gastrin 1. HGF. EGF and/or Transforming Growth Factor-a are particularly preferred 
Also preferred is the combination of IGFI and betacellulin. 

[000131 m one particularly preferred embodiment, the base medium contains a M 
imxture of DMEM and Hams F12. base medium is completed with the addition of 
glutamme to a final concentration of ^ mM, insulin (-0.1-10 ^g/ml, prefembly ^ 01 
mg/n^). transferrin (-0.5-10 ^g/ml. preferably -0.0055 mg/ml), selenium (-0.25-5 0 
n^rd preferably -^.0067 ,g/ml of sodium selenite), and Epidermal Growth Factor 
(EGF) (-1-20 ng/ml, preferably -10 ng/ml); this medium is hereafter referred to as 
pancreatic eel, medium, or PCM. To tWs base medium formulation, up to -20o/o Fetal 

BovmeSerum(or other serum), preferably between-lO-150/o fetal bovine serum, most 
p:.femblyaboutlOo/o or up to about 150/0 fetal bovine se™m)r„ay be added, or, to create 
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a serum-free culture environment, the following components are added in place of serum: 
heat-inactivated bovine serum albumin (0.1-2%), Hepatocyte growth factor (HGF) (1-20 
ng/ml), and/or Transforming Growth Factor Alpha (TGFq;)(1-10 ng/ml). In addition, the 
medium may contain Betacellulin (0.5-20 ng/ml), Gastrin 1 (0.05-10 ng/ml), Prolactin 
(1.0-10 ng/ml), and/or IGF-1 (5-100 ng/ml). In particular formulations, greater or lesser 
amounts of these components may be added in order to achieve a fomulation that is 
effective in supportmg the expansion and transdifferentiation of the cells. Persons of skill 
in the art will appreciate that determining effective amounts of the components wiU 
require no more than routine experimentation. 

100014] By the use of this attachment surface and medium, the expansion and 
transdifferentiation of primary pancreatic cells with the desired phenotype is simplified 
greatly. 

[00015] In a particularly preferred embodiment, the cell culture system is a combination 
of collagen I coated tissue culture surface (presented in a 2 dimensional or 3 dimensional 
form) and a serum-free medium containing BSA, insulin, transferrin, selenium, 
Hepatocyte growth factor (HGF), Epidermal Growth Factor (EGF) and Transforming 
Growth Factor Al^ha (TGFA). 

[00016] The ceU culture system enables superior attachment in vitro of primary 
pancreatic epithehal cells for adherent culture compared to prior methods, while creating 
a ceUular environment that promotes expansion of the epithehal component of primary 
pancreatic cultures with concomitant transdifferentiation of the acinar cells present in the 
starting material into IP cells, while minimizing emergence of undesired fibroblasts. 
Advantages of this culture system are ease of constraction, few components needed, and 
that all components are readily available and easily used in the required manner. 

(00017] The components of this aspect of the invention may be conveniently packaged 
in the fonn of a kit. The kit may include, for example, 1) a cell culture medium such as 
DMEM: 2) a serum-free medium supplement containing BSA, insulin, transferrin, 
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seleniiim, HGF, EGF and TGFA, in suitable amounts to yield the concentrations noted 
above in the completed medium; and 3) at least one collagen I coated substrate, such as a 
vessel for tissue culture dish(es) with at least one coUagen-l coated tissue culture 
surface), or collagen- 1 coated inserts for use in culture dishes or other laboratory ware. 
The kit may also optionally include a tissue culture dish or other cell culture accessories 
and additional reagents that may be required to carry out epithehal cell culture and 
differentiation. 

[00018] Culture systems consisting of scaffolds, collagen coated flasks or other vessels 
and serum-free base medium may be packaged along with the soluble active factors as a 
separate vial that would be added to the culture medium just prior to use. The active 
factor combination can be added to a variety of base media to accomplish the same end, 
e.g., growth and differentiation of primary pancreatic acinar cells in vitro. Such culture 
systems should also be useful for other cell types, particularly glandular epithelial cells 
derived from oilier organs and tissues, including those from liver, pancreas, intestine, 
prostate, and breast. 

[00019] The collagen I surface provides superior cell attachment (thereby increasing the 
number of cells that adhere during initial culture and thus enhancing culture efficiency), 
while the collagen I and the combination of soluble active factors (e.g., HGF, TGFA and 
EGF) promote continued proliferation of cells over time, leading to an increase m cell 
number above what has been previously reported for primary pancreatic acinar cells. 
Furfliermore, the expansion of the acinar cells is accompanied by a trausdifferentiation in 
the majority of cells to an IP phenotype, which is potentially a therapeutically useful cell 
phenotype for the treatment of diseases such as diabetes. This likely occurs due to 
convergence of the intracellular signaling pathways associated with collagen I, HGF, 
TGFA and EGF, creating a synergistic response. 

[00020] The cell culture system of the present invention has unexpected advantages over 
systems previously in use. Collagen I, IV, VI, Vitronectin and Fibronectin were expected 
to enhance cell attachment. However, other extracellular matrix molecules that yielded 
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equivalent attachment of cells during the initial 18 hours of culture did not promote 
consistent growth of the cells over time in the serum-Jfree medium containing 
HGF/EGF/TGFA. The most efficient and cost-effective method of achieving cell 
expansion AM) dififerentiation into IP cells is to utilize a coUagen-I surface and a 
medium containing reduced serum (preferably less tlian 20%, more preferably less than 
15%, 10%, or 5%, most preferably 2%). 

[00021] Another aspect of the invention is a method for culturing mammalian epithelial 
cells comprising addmg said cells to the cell culture system described above, and 
maintaining them at suitable temperature and atmospheric conditions. By "mammalian 
epithelial cell" is meant any cell of a tissue or organ with an epithelial cell phenotype, 
defined by the presence of expression of cytokeratins and often through the presence of 
markers that suggest a tissue-specific function epithelial cells of the skin make 
keratin, epithelial cells of the intestine make mucin, epithelial cells of the prostate make 
PSA). In a preferred embodiment, the cells are primary pancreatic cells, particularly 
human pancreatic cells. Suitable temperature for mammalian cells is usually in the range 
of about 37'C, but may be varied somewhat according to cell type. The atmosphere can 
be ordinary air, or other specialized mixtures of gasses suitable for maintaining cells, as 
will be familiar to persons of skill in the art. Expansion of pancreatic acinar cells can be 
maximized by decreasing the oxygen tension in the culture atmosphere to less than 21%, 
while transdifferentiation to IP cells can be enhanced by increasing oxygen tension to 
greater than 5%. A preferred range of oxygen tension is between about 5% and about 
21%. 

[00022] In a second aspect, the invention also provides methods and compositions for 
transforming glandular epithelial cells that have acquired expression of markers 
characteristic of an intermediate progenitor (ff) phenotype as described above into 
insulin-producing cells. By "glandular epithehal cell" is meant an epithelial cell that is a 
component of a gland. Glands are tissues that have a specific fimction related to secretion 
of key molecules - most organs in the body have glandular fimction (liver, intestine, 
pancreas, prostate, breast, pituitary, adrenal, kidney) whereby they produce and release 
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hormones, digestive enzymes, or other hfe-essential fluids. Glandular epithelial cells 
from endoderm-derived organs {e.g., liver, intestine, pancreas) share many 
characteristics, including the ability to express many of the same genes. Particularly 
preferred are glandular epithelial cells from pancreas, for example acinar cells. As used 
herein, the terms "express" and "expression" generaUy refer to nucleic acids (e.g., 
mRNAs) or to protein gene products that are detectable by standard immunocytochemical 
methods. 

I00023J hi this aspect, the invention provides a second cell culture system comprising a 
cell attachment surface and a culture medium that siq)ports and promotes the 
transformation of glandular epithelial cells into insuUn-produdng cells. The cell 
attachment surface is similar to and may be identical to the attachment surface for 
expanding primary pancreatic acinar cells. It may be presented in the form of a flat 
surface coated on a vessel or in the form of a scaffold or other surface ad^ted for cell 
culture. It can be con^rised of, or coated with, any composition that is capable of 
maintaining cells or supporting cell growth. Li a preferred embodiment, it comprises at 
least one ECM, such as CoUagen I, Collagen VI, Collagen IV, Vitronectin or Fibronectin. 
In a particularly preferred embodiment, the cell attachment surface is Collagen-L 

[00024] In this aspect, the invention provides a further culture medium comprising at 
least one differeaitiation promoting factor ("DPF') that promotes the transfonnation of 
glandular epithelial cells into insulin producing cells. The DPFs for the transformation of 
glandular epithelial cells into insulin producing cells can be one or more of Activin A, 
acidic FGF, basic FGF, C-Natriuretic Peptide (CNP), Calcitonin Gene Related Peptide, 
Cholera Toxin B Subunit, Dexamethasone, Gastrin-Releasing Peptide, Glucagon-like 
Peptide-1 (GLP-1), Glucose, IGFl, IGF2, hisuUn, Laminin, LIP, Met-Enkephalin, 
PDGFAA+PDGFBB,, Prolactin, Sonic Hedgehog, Substance P, TGF-alpha, Trolox 
(alpha-tocopherol derivative), or VEGF. Preferred concentrations m culture medium of 
each of these 23 DPFs are listed in Table 1. Although in some cases one DPF is 
sufficient, preferably two or more factors are used. As many as all 23 of the factors may 
be used. 
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Table 1 



Substance 


Concentration 

(micrograms/ 

mL) 


Activin A (human, recombinant) 


0.0005 


CGRP alpha, (Calcitonin Gene Related Peptide, rat) 


0.1905 


C natriuretic peptide) (human, porcine, rat: frag 32- 
53)(CNP) 


0.10985 


Cholera Toxin B Subunit, recombinant 


0.0125 


DEXamethasone (9 alpha-fluoro-16alpha- 
methylprednisolone)(hydrocortisone analogue) 


0.002 


FGF acidic (aFGF = FGF1), Recombinant Human 


0.0025 


GLP-1 (7-36) amide, human (Glucagon-Lilce Peptide 


0.033 


Glucose (base should be lOow; 0.9 ug/ml) 


1.08 


Insulin , human (low p in base media 1 ug/ml) 


9.5 


LIF, human (leukemia inhibitory factor, human) 


0.0025 


PDGF AA + PDGF BB MIX 


0.005 


TGF alpha 


0.001 


Prolactin (human, recombinant)(a plasma growth 
hormone) 


0.0012 


Trolox (soluable Vitamin E) (C14H1804) 


0.625 


GRP (Gastrin Releasing Peptide, Human) 


0.143 


IGF-1, recombinant human 


0.0025 


IGF-2, recombinant human 


0.0025 


Laminin 


2.25 


Met-Enkephalin (tyr-gly-glyl-phe-met) 


0.003 


Sonic Hedgehog (mouse, recombinant) 


0.025 


Substance P (full length) (H1875 is frag 1-4) 


5 


FGFb (=FGF2), human Recombinant 


0.0025 


VEGF 


0.0025 



[00025] In a preferred embodiment of this aspect of the invention, the culture medium 
comprises at least one (or as many as all 10) of the following diflferentiation promoting 
DPFs:.C-Natriuretic Peptide (CNP), Calcitonin Gene Related Peptide, Cholera Toxin B 
Subunit, Dexamethasone, Gastrin-Releasing Peptide, Laminin, Met-Enkephalin, 
PDGFAA+PDGFBB, Sonic Hedgehog, and Substance P. 
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[00026] In a preferred embodiment, the culture medium that promotes the 
transformation of glandular epithelial cells into insulin producing cells consists of a 1:1 
mixture of DMEM and Hams F12 plus the components listed in Table 2. This medium is 
sometimes referred to herein as **Media or Medium G9.'* 



Table 2 





Factor 


Substance 


Concentration (Final) ug/ml 


1 


ANP 


Atrial Natriuretic 
Peptide, Rat (28 amino 
acids) 


0.1530 




2 


CCK-8-frag-amide 


CCK8, Fragment 26-33 
Amide 

(Cholecystokinin ) 
(Asp-Tyr(S03H).Met- 
Gly-Trp-Met-Asp-Phe- 
NH2) 


u.uzou 




3 


Caerulin sulfate 


Caerulein (Pyr-Gln- 
Asp-.Tyr(S03H)-Thr- 
Gly-Trp-Met-Asp-Phe- 
NH2 


0.0300 




4 


Cholera Toxin-B 


Cholera Toxin B 
Subuntt, recombinant 


0.0125 




5 


Dex 


DEXamethasone (9 

a!pha-fluoro-16alpha' 

methylprednisoIone)(h 

ydrocortisone 

analogue) 


0.0020 




6 


FGF.7 


FGF7 (KGF) 


0.0025 




7 


GLP-1 


GLP-I (7-36) amide, 
human (Glucagon-Uke 
PepUde 1) 


0.0330 




8 


GRP 


GRP (Gastrin 
Releasing Peptide, 
Human) 


0.1430 




9 


Gastrin-1 . 


Gastrin 1 Human 


0.0000 




10 


Glucose 


Glucose (base should 
be lOow; 0.9 ug/ml) 


10800 




11 


HGF 


Hepatocyte Growth 
Factor (HGF) 
recombinant 


0.0026 




12 


IGF-1 


IGF-1, recombinant 
human 


0.0025 




13 


IGF.2 


IGF-2, recombinant 
human 


0.0025 




14 


Insulin 


Insulin (low [] in base 
media 1 ug/ml) 


9.5000 




15 


Leu-Enkephalin 


Leu-Enkepthalin (tyr- 
gly-gly-phe-leu) 


0.0030 




16 


Nicotinamide 


Nicotinamide 


610.0000 
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17 


PTHRP-fraa-1-34 


pT II RP (Parathyroid 
Hormone Related 
Peptide (1-34), human) 


0.2060 


18 


Proqesterone 


Progesterone 


0.0030 


19 




Prolactin (human, 
recombinant)(a plasma 
growth hormone) 


0.0012 


20 


Retinol acetate 


Retinbic Acid (Vitamin 
A) 


0.0250 


21 


SHH 


Sonic Hedgehog 
(mouse, recombinant) 


0.0250 


22 


.^oriinm splpnite 


Selenium (Selenous 
Acid, Na salt) 


0.0250 


23 


f^nvhpan trvDsin inhibitor 


Trypsin Inhibitor, 
soybean (type l-S) 


0.5000 


24 


TGF-beta sRII 


TOP beta sRII (soluable 
receptor type 2) 


0.0050 


25 


Transferrin 


transferrin 


2.7500 




Trolox 


vitamin E) (C14H1804) 


0.6250 


27 


VIP 


Vasoactive Intestinal 
Peptide (VIP), human 


0.0665 


28 


aFGF 


FGF acidic (aFGF = 
FGF1), Recombinant 
Human 


0.0025 


29 


bPGF 


FGFb (=FGF2), human 
Recombinant 


0.0025 


30 


h-Butyric acid 


n Butyric Acid, Sodium 
Salt 


4.5400 



[00027] The components of this aspect of the invention may also be conveniently 
packaged in the fonn of a kit. The kit may include, for example, 1) a cell culture medium 
such as DMEM, Hams F12, or a combination thereof; 2) a serum-free medium 
supplement containing: BSA and the DPFs Activin A, acidic FGF, basic FGF, C- 
Natriuretic Peptide (CNP), Calcitonin Gene Related Peptide, Cholera Toxin B Subunit, 
Dexamethasone, Gastrin-Releasing Peptide, Glucagon-like Peptide- 1 (GLP-1), Glucose, 
IGFl, IGF2, Insulin, Lammin, Lff, Met-Enkephalin, PDGFAA+PDGFBB, Prolactin, 
Sonic Hedgehog, Substance P, TGF-alpha, Trolox (alpha-tocopherol derivative), or 
VEGF, or two or more of these components in combination, in suitable amounts to yield 
the concentrations noted in Table 1 in the completed medium; and 3) tissue culture 
dish(es) with at least one coUagen-l coated tissue culture smrface (or collagen- 1 coated 
inserts for use in culture dishes or other laboratory ware). The kit may also optionally 
include a tissue culture dish and/or other cell culture accessories and additional reagents 
that may be required to carry out epithelial cell culture and differentiation. In other 
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embodiments, the kit may contain any of the media or media components discussed 
herein. 

[00028] Culture systems consisting of scaffolds, collagen coated flasks or other vessels 
and serum-free base medium may be packaged along with the DPF(s) as a separate vial 
that would be added to the culture medium just prior to use. The DPF combination can 
be added to a variety of base media to accomplish the same end, e.g., growth and 
differentiation of primary pancreatic acinar cells in vitro. Such culture systems may also 
be useful for other cell types, particularly other epithelial cells derived from glandular 
tissues, including those from Uver, pancreas, intestine, prostate, and breast. 

[00029] The invention also provides a method for converting glandular epithelial cells 
into insulin-producing cells comprising culturing the glandular epithelial cells in the cell 
culture system described above. The method may further comprise removing the culture 
medium from the cell culture, re-feeding the cell culture with a serum-free medium with 
glucose, and measuring proinsulin production C-peptide production, or insulin release. 

[00030] Furthermore, the invention provides an isolated population of insulin-producing 
cells containing cytoplasmic granules with immunodetectable proinsulin, insuUn, and/or 
c-peptide that is derived fi^m a population of cells of which a subset of cells expressed at 
least one marker associated with IP cells {e.g., expressed some acmar-associated genes, 
as well as some liver-associated genes, including, e.g., ductular cytokeratins (CK7, CK8, 
CK18 and CK19), HNFl, alpha-1 antitrypsin, pi-glutathione s transferase (pi-GST), liver- 
specific bHLH transcription factor, Thy-1, C/EBP-alpha and C/EBP-beta, and expressed 
little if any of the pancreas-associated genes carbonic anhydrase, cystic fibrosis 
transmembrane conductance regulator (CFTR), elastase and amylase). 

[00031] By an "isolated" cell or population of cells is meant herein that the cell or cell 
population is removed from its original environment (e,g, the natural environment if it is 
naturally occurring), and isolated or separated from at least one other component with which 
it is naturally associated. For example, a naturally-occurring cell present in its natural living 
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host is not isolated, but the same cell, separated from some or all of the coexisting materials 
in the natural system, is isolated. Such cell or cell populations could be part of a cell culture 
or cell population, and still be isolated in that such culture or population is not part of its 
natural environment. 

[00032] In one preferred embodiment, the insulin-producing cells are derived from 
glandular epithelial cells obtained from mammalian pancreas, such as primary acinar 
cells. 

[00033] The data disclosed in the examples below are generated from freshly isolated 
human pancreatic cells. The expansion of primary human pancreatic cells in these 
conditions produces cultures with a mixed epithelial IP phenotype, suitable for in vitro 
studies of IP cells for a variety of purposes, and suitable for transplantation in vivo for 
cell therapy for the treatment of diseases such as diabetes. The JP cells generated by these 
methods may also be usefiil in the study of pancreatic cell biology, as normal controls in 
the study of pancreatic epithelial cancers, and to test the effects of drugs/compounds on 
normal pancreatic epithelial cells (ductal or acinar). Furthermore, the cells may be 
fiirther cultured to yield insulin-producing cells as demonstrated below. 

BRIEF DESCRIPTION OF THE DRAWINGS 

[00034] Figures 1 A-D show microscopic images after treatment of startmg material with 
antibodies to amylase (Fig. 1 A), insulin (Fig. IB), and CK19 (Fig. IC) and the 
composition of the cell pellet of freshly isolated primary human pancreatic cells (Fig. 
ID). 

[00035] Figure 2 shows growth curves constructed from primary human pancreatic 
cultures grown in conmiercial medium (with serum) or in the described pancreatic cell 
medium (PCM) with serum. 
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[00036] Figure 3 shows a comparison of cell expansion in the base medium composition 
described vs. base medium + soluble growth factors (serum-free fonnula) vs. base 
medium + fetal bovine serum. 

[00037] Figures 4A-B shows the effect of different culture surfaces on total cell nxmiber 
(Fig. 4A) and cell phenotype (Fig. 4B) after expansion. 

[00038] Figures 5A-B show a comparison of cell phenotype after expansion in serum- 
containing (5 A) and serum-free (5B) medium containing all soluble active factors. 

[00039] Figure 6 shows high power images of cell cultures expanded in various 
conditions, including serum-free base media supplemented with 3 soluble active factors, 
HGF, EGF & TGFA. Note epithehal morphology. 

[00040] Figure 7 shows a demonstration of growth of IP cells on ECM-coated surfaces 
as determined by metabolic activity assay over time. Note superior growth when 
Collagen I surface is combined with the media formulation described herein, yielding 
results superior to the combination of Matrigel and commercial media with serum. 

[00041] Figure 8 A (upper left) shows expression of amylase by acinar cells after two 
days of culture (red staining), Figure 8B (lower left) shows expression of CK19 (green 
staining), Figure 8C (right) shows an overlay of the two images, showing co-expression 
(yellow) in a large proportion of cells. 

[00042] Figure 9 shows changing phenotype of primary acinar cells in culture over 5 
days. Amylase is red, CK19 is green. Note appearance of yellow (amylase 4- CK19) on 
Day 2 and 3. 

[00043] Figures lOA and lOB show primary human pancreatic cells that were expanded 
in serum-containing medium on Collagen I coated surface. Images were analyzed to 
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determine total cells (Figure lOA, blue nuclei) and total positive cells (Figure lOB, blue 
nuclei surrounded by green staining for CK19). 

[00044] Figure 1 1 shows light microscopic (200X) appearance of pancreatic acinar cells 
cultured on a collagen I surface with all DPFs (Activin A, 0.5 ng/ml; acidic FGF, 2.5 
ng/ml; basic FGF, C-Natriuretic Peptide (CNP), 0.11 figfml; Calcitonin Gene Related 
Peptide, 0.19 /ig/ml; Cholera Toxin B Subunit, 12.5 ng/ml; Dexamethasone, 0.002 fig/ml; 
Gastrin-Releasing Peptide, 0.143 \xg/ml; Glucagon-like Peptide-1 (GLP-1), 0.033 p.g/ml; 
Glucose, 1.08 ^g/ml; IGFl, 0.0025 jig/ml; IGF2, 0.0025 ^ig/ml; Insulin, 9.5 jig/ml; 
Laminin, 2.25 ^g/ml; LIF, 0.0025 ^lg/ml; Met-Enkephalin, 0.0030 |ig/ml; 
PDGFAA+PDGFBB (0.0050 ^g/ml: 0.0025 ^g/ml of PDGFAA + 0.0025 ^g/ml 
PDGFBB); Prolactin, 0.0012 ^ig/ml; Sonic Hedgehog, 0.025 ^g/ml; Substance P, 5.0 
]xg/ml; TGF-alpha, 0.0010 p.g/ml; Trolox (alpha-tocopherol derivative), 0.625 |ig/ml; and 
VEGF, 0.0025 |ag/ml). 

[00045] Figure 12A (top right panel) shows immunocytochemical analysis with CK19 
antibodies (green). 

[00046] Figure 12B (lower right panel) shows immunocytochemical analysis with C- 
peptide antibodies (red). 

[00047] Figure 12C (left panel) shows an overlay image demonstrating the 
colocalization of CK19 and C-peptide (orange). Blue portions are DAPI stained nuclei. 

[00048] Figure 13 A shows insulin release upon glucose challenge in IP cells that have 
not been detached and relocated (subcultured) during the growth and differentiation 
process. 

[00049] Figure 13B shows insulin release upon glucose challenge in IP cells that have 
been subcultured according to Example 10. 
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[00050] Figure 13C shows C-peptide release upon glucose challenge in JP cells that 
have not been subcultured according to Example 10. 

[00051] Figure 14 shows the hisulin/DNA ratio in subcultured and nonsubcultured cells 
that are treated with Combinations 1, 2 and 3 of DFP media, as described in Example 1 1 . 

[00052] Figure 15 shows insulin release in response to base level glucose (5 mm) and a 
glucose challenge (22mm) over 10 days of culture in PCM and DPF media, as described 
in Example 13. 

[00053] Figure 15A shows insulin release in response to base level glucose (5 mm) and 
a glucose challenge (22mm) over 14 days of culture in PCM and DMG9 media, as 
detailed in Example 14. 

[00054] Figure 16 is a graphical representation of the characteristics of the 17 classes of 
genes shown in Table 6, as indicated in the last column of the Table, as detailed in 
Example 14. 

DETAILED DESCRffTION OF THE INVENTION 

[00055] hi describing preferred embodiments of the present invention, specific 
terminology is employed for the sake of clarity. However, the invention is not intended 
to be limited to the specific terminology so selected. It is to be understood that each 
specific element includes all technical equivalents, which operate in a similar manner to 
accomplish a similar purpose. Each reference cited here is incorporated by reference as if 
each were individually incorporated by reference. 

[00056] The following abbreviations are used: 

BS A: bovine serum albumin 

BMP Bone Morphogenetic Protein 
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bHLH: basic helix loop helix 

DMEM: Dulbecco's Modified Eaglets Medium 

TGFjSl: Transforming Growth Factor /31 

ECM: extracellular matrix molecules; naturally occurring proteins produced by cells of a 

tissue that provide structural support as well as a source of cellular signals related to 

adhesion. Examples are collagen, vitronectin, fibronectin, lanodnin. 

EOF: Epidermal Growth Factor 

HamsF12: Ham's Nutrient Mixture Fl 2 

HGF: Hepatocyte growth factor 

HNF-1 : Hepatic nuclear factor 1 

IGFl: Insulin-like growth factor 1 

IGF-II: InsuHn-like growth factor 2 

IP cells: Intermediate erogenitor cells derived from an epithelial cell, such as, e,g., a 
pancreatic acinar cell or a hver cell, wherein the derived cells express some acinar- 
associated genes, as well as some liver-associated genes, including, cytokeratins 
(CK7, CK8, GK18 and CK19), HNFl, alpha-1 antitrypsin, pi-glutathione s transferase 
(pi-GST), liver-specific bHLH transcription factor, Thy-l, C/EBP-alpha and C/EBP-beta, 
and express little if any of the pancreas-associated genes carbonic anhydrase, cystic 
fibrosis transmembrane conductance regulator (CFTR), elastase and amylase). 
PDGF-A: Platelet derived growth factor alpha 
PDGF-B: Platelet derived growth factor beta 
TGFA, TGF-cc Transforming Growth Factor a 

[00057] As used herein, the term "culture system" is intended to mean a system for 
growing and/or differentiatmg cells in culture, which comprises a cell attachment surface, 
preferably one that also stimulates cellular expansion, and a culture medium, which 
includes effective amounts of one or more factors, or serum {e.g. fetal bovine serum), 
added to a base medium composition. 

[00058] When referring to active soluble factors and DPFs herein, "effective amoimt" 
means an amount that either alone or in combination with other included factors is 
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effective in promoting either expansion and differentiation into IP cells, or into insulin- 
producing cells, as applicable. 

EXAMPLES 

L Expansion and transdifferentiation of primary acinar cells into glandular 
epithelial cells (Culture Phase D 

Materials and methods: 

[00059] Starting Material: Primary hmnan pancreatic acinar cells are collected as 
waste from standard COBE gradient preparation of islet cells for transplantation (Lake et 
al., 1989). After density gradient centrifugation, the islets are present as a layer between 
1.063 density and 1.10 density, and the remaining cells are collected as the pellet that 
sediments to the bottom of the gradient based on density. Approximately 48 hours after 
collection of the cells at the transplant center are received by the inventors in non-tissue- 
culture treated polystyrene flasks and are suspended in RPMI + 10% fetal calf serum at a 
density of approximately 2.0 miUion cells/ml. Cell number and viability is assessed by 
trypan blue exclusion and enumeration on a hemacytometer by light microscopic 
observation. 

[000601 Phenotypic Evaluation of Starting Material. A preparation of starting 
material was formahn fixed and paraffin-embedded as a cell pellet about 24 hours after 
initial harvest of the pancreatic cells. ParaflBLn sections were prepared, placed on slides, 
and subjected to immunocytochemical analysis with antibodies to insulin (Biogenex, San 
Ramon, CA), CK19 (Biogenex), and Amylase (Biogenex). A minimum of (3) sections 
per sample were assessed wifla each marker. All antibody staining was carried out 
according to the manufacturer's suggestion with pre-diluted commercial antibodies. For 
CK19, a 3 minute treatment with pepsin enzyme (Biogenex) preceded the blocking step 
for the purpose of antigen retrieval. Briefly, the sections were rehydrated through graded 
ethanols, followed by a 15 minute incubation in phosphate buffered saline (PBS) without 
calcium and magnesium. Protein Blocker (Biogenex) was added for 30 minutes prior to 
addition of primary antibodies. After (3) 5-minute washes, biotinylated secondary 
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antibody (Biogenex) was added at a 1:100 dilution and sections were incubated for 30 
minutes at room temperature. After (3) 5-minute washes, Alexa488 or Alexa-596~ 
conjugated StreptAvidin (Molecular Probes, Eugene, Oregon) was added for fluorescent 
visualization. For each slide, a minimum of (3) 200x images were captured using a Nikon 
fluorescent microscope fitted with a SPOT camera (Diagnostic Systems, Inc., Webster, 
TX). The images were assessed quantitatively using image analysis software 
(MetaMorph/Universal Imaging Corporation, Downington, PA) to determine relative 
fraction of insulin-positive, CK19+, and amylase-*- cells. Insulin+ cells are the beta cells 
of the islets, CK19+ cells are the primary ductal cells, and amylase+ cells are the acinar 
cells (see Example 1). 

Example 1 : Characterization of cell culture conditions 
A. Serum-free medium 

[00061] Freshly isolated primary human pancreatic cells were collected as a pellet from 
a COBE cell separator, fixed in formalin, paraffin-embedded, sectioned, and analyzed 
v^th antibodies to amylase, CK19, and Lisulin. Images (Figures lA and IB) were 
collected on a Universal Imaging System (Universal Imaging Corporation) and analyzed 
with MetaMorph Software. This cell pellet (Figure IC) was comprised of 1.0% insulin+ 
cells (beta cells of the islet), 5.8% CK19+ cells (primary ductal cells), and 93.2% 
amylase+ and unlabeled (acinar cells and other cell types), 

[00062] Primary human pancreatic cells were then seeded at 10"* or 10^ cells/ cm^ onto 
tissue culture treated polystyrene in either DMEM commercial medium plus 10% fetal 
bovine serum or in PCM plus 10% fetal bovine serum. RepUcate cultures were harvested 
at 3 day intervals via trypsinization and Hve cells (as determined by trypan blue 
exclusion) and enumerated on a hemocytometer. The results (shovm in Figure 2) 
demonstrate that the (serum-containing) medium formulation described herein is superior 
to commercial media formulation for grov/th and maintenance of primary pancreatic 
cells. Figure 3 compares the results of expanding the cells for 6 days in base medium, 
base medium plus all of the soluble active factors [HGF, -1—20 ng/ml, preferably -^5.0 
ng/ml; TGFA, -1—10 ng/ ml, preferably ~2 ng/ml; Betacellulin, -0.5— 20 ng/ml. 
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preferably ~10ng/ml; Gastrin 1, -0.05-10 ng/ml, preferably -0.06 ng/ml; Prolactin, 
-1.0--10 ng/ml, preferably -2A ng/ml; and IGFl, -5—1 00 ng/ml, preferably - 5 ng/ml] 
and base medium plus 10% serum. The serum-free media formulation meets/exceeds 
expansion provided by media + serum. 

[00063J The cell expansion experiment was repeated essentially as above, except that 
the base medium was supplemented with only three of the soluble active factors: TGF, 
HGF, and EGF. Figure 6D compares the results of expandiQg the cells in the various 
media; Figures 6A, 6B and 6C show high power images of the cell cultures expanded 
under the various media conditions. 

B. ECM Surfaces 

[00064] The attachment of primary human pancreatic cells was evaluated by counting 
the number of attached cells vs. the number of cells initially seeded on a panel of ECM 
surfaces comprised of Collagen I (1 jitg/cm^), Fibronectin (3 [ig/cm\ Laminin (2 
/ig/cm^). Vitronectin (1 ftg/cm^), Matrigel (1 /ig^cm^), Human ECM (1 jtig/cm^), or Poly- 
D-Lysine (3 /ig/cm^). In one condition, a mixture of Collagen IV, Laminin, and 
Fibronectin was utilized. ECMs were placed into solution at the above concentrations and 
allowed to coat tissue culture-treated polystyrene surfaces accordiag to manufacturer's 
suggestions of 1 hour at room temp. Excess ECM solution was then removed and 
surfaces were rinsed twice in water. Just before seeding cells, the water was aspirated, 
then cells were seeded onto the ECM surface at a density of 1 x 10^ cells/cm^ in growth 
medium (PCM) composed of DMEM:HamsF12 mixture (1:1) with 4mM glutamine, Ix 
ITS supplement (GIBCO 51500-056), 10% Fetal Calf Serum (tnactivated, Qualified, 
GIBC 26140-079), and 10 ng/ml Epidermal Growth Factor (EGF) (BD 4001). Cells were 
seeded onto tissue-culture polystyrene surface as a control. After 18 hours, unattached 
cells were washed away and remaining attached cells were re-fed with PCM and allowed 
to grow for 7 days prior to evaluation. Cultures were fixed in 10% formalin and subjected 
to immunocytochemistry with antibodies for CK19 and Amylase as described previously 
to determine phenotypic composition. Cells were counterstained with DAPI fluorescent 
blue nuclear stain to visuahze individual cell nuclei for cell coimting. The metabolic 
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activity of cells subjected to the various conditions was determined by an MTS assay. 
Viable cells v^^ere measured using the MTS assay (Promega CellTiter 96 Aqueous One 
Solution Cell Proliferation Assay), a colorimetric method for determining the number of 
viable cells in proliferation or cytotoxicity. The results of this analysis are shown in 
Figure 7. 

Example 2: Further studies with ECM surfaces and various media components 
[00065] Primary pancreatic cells, composed of >90% non-islet/non-duct cells, were 
plated onto various coated surfaces at a density of 28,900 cells/well (10^ cells/cm^). 
Unattached cells were washed off after 18 hours, and cultures were re-fed and allowed to 
grow for 8 days. Cultures were fixed in formalin (10%) and subjected to phenotypic 
analysis with antibodies to CK19 and Amylase. The results are shown in Figure 4A-B. 
While CoUagens I, IV, Laminin, Fibronectin, and Matrigel provide a suitable surface for 
cell attachment and expansion, maintenance of acinar (amylases) phenotype along with 
the presence of an increased proportion of cells with a glandular epitheHal phenotype 
(CK19-I-) was superior on Collagen I. More than 50% of cells analyzed expressed 
amylase and more than 50% of cells analyzed expressed CK19, suggesting that a 
subpopulation of cells in these experimental conditions express both markers. 

[00066] Tissue culture-treated polystyrene culture surfaces were coated with Collagen I 
as described above. Tissue culture medium (PCM) was prepared as described above. In 

some cases, serum was replaced with Fraction V BSA (99% pure, heat inactivated, 
Sigma), along with combinations of soluble growth factors, including IGFl, IGF2, 
betacellulin, HGF, EOF, and TGF-alpha. Optimal seeding density is between 10"* and 10^ 
cells/cm^, as demonstrated in Example 3. Cells were seeded onto collagen-coated flasks 
(150 cm^) at 1.5 x 10*^ cells/flask in PCM. After an --IShr attachment period, imattached 
cells were washed away with gentle aspiration/rinse, followed by re-feeding with fresh 
medium. Cultures were monitored over time by metabolic assay (MTT) and by 
trypsinization and cell coimting, to estabhsh cell number (see example 3). Cell phenotype 
at the end of the culture period was assessed as follows: small-scale cultures were set up 
simultaneously in 96-well plates. At the end of the culture phase, monolayer cells were 
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fixed in 10% formalin for a minimmn of 1 hour. After formalin was removed and 
monolayers were rinsed, cultures were subjected to immunocytochemistry as described in 
previous section for CK19, amylase, insulin, and vimentin (a marker of fibroblasts). The 
relative fraction of CK19+ cells was determined by quantitative image analysis as 
described above (see Example 4), After formalin was removed and monolayers were 
rinsed, cultures were subjected to immunocytochemistry as described in previous section 
for CK19 and vimentin (a marker of iBbroblasts). Cells were also stained with amylase 
antibodies, but did not produce positive results due to release of digestive enzymes, such 
as amylase, by the cells over time in culture. The relative fraction of CK19+ cells was 
determined by quantitative image analysis as described above (see example 4). 
Acquisition of ductal markers by acinar cells was verified by demonstrating concomitant 
expression of CK19 and amylase in cell subpopulations during days 2-3 of culture (see 
example 5). For these experiments, CK19 primary antibodies were reacted with formalin- 
fixed cell cultures, followed by visualization with Alexa488-conjugated Goat anti-mouse 
IgG (Molecular Probes). Then, cells were subjected to a blocking step (Protein Blocker, 
BioGenex), followed by £q)plication of the second primary antibody (anti-amylase). 
Visualization of the amylase was accompHshed by application of Alexa594-conjugated 
Goat Anti-Mouse IgG. Images were collected as described above. At the end of a 7-day 
culture period in the conditions desmbed herein, between 65-90% of the cells in the 
culture express CK19, while less than 20% express vimentin (see example 6). Variations 
in the relative proportion of CK19+ cells probably reflect heterogeneity due to age, 
gender, and other unique characteristics of individual patients. 

Example 3: Density of cell seeding 

[00067] Primary pancreatic cells were seeded at (3) densities on tissue-culture treated 
polystyrene dishes (60mm) and fed with PCM. Light microcopic observations were made 
daily. At the 24-hour timepoint, dishes were sacrificed and stained with trypan blue to 
assess viability. The results are shown in Table 3. 
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TABLES 



Seeding Density 


At 24 Hours: 


At 48 Hours: 


After 3 days 
Growth: 


10' cells/cm^ 


Most cells attached, 
trypan blue negative 
(live) 


Mitotic Figures present 
(light microscopy) 


Epithelial 

monolayer 

forming 


10^ cells/cm^ 


Most ceils attached, 
trypan blue negative 
(live) 


Mitotic Figures present 
(light microscopy) 


Epithelial 

monolayer 

forming 


10^ cells/cm^ 


Some cells attached, 

most are trypan blue positive 

(dead) 


Few Mitotic Figures 
present (Hght microscopy) 


Cells are 
detached; some 
fibroblasts present 



[00068] Example 4. Cells were grown on a Collagen I surface, at 37°C in 21% oxygen, 
in PCM medium or in base medium with 2 % BSA, 2 ng/ml TGF-a, 10 ng/ml EGF, and 
10 ng/ml HGF. After 7 days, cultures were fixed in 10% formalin and subjected to 
immimocytochemical analysis with fluorescent detection, followed by automated image 
collection and analysis. The results are shown in Figures 5A and 5B. Fibroblast 
(vimentin+) fraction, glandular epithelial cell fraction (CK19+), and fraction of unlabeled 
cells (Other) are similar after expansion. This suggests that replacement of serum with the 
serum-free medium maintains fraction of CK19+ cells without overgrowth of fibroblasts 
as compared to cells grown in serum-containing media. 

[00069] Example 5. Primary pancreatic acinar cells were cultured for several days in a 
1:1 ratio of DMEM and HamsF12, with 10% fetal bovine serum, 0.01 mg/ml insulin, 
0.0055mg/ml transferrin, 0.0067|ig/ml sodium selenite, 10 ng/ml EGF, 4nmiol/liter 
glutamine and antibiotics. After 2 days of culture (4 days ex vivo), expression of amylase 
by the acinar cells is still strong (Figure 8A, upper left panel, red staining) as determined 
by immunocytochemistry. Expression of CK19 is also apparent (Figure 8B, lower left 
panel, green staining). Overlay of the two images (Figure 8C) demonstrates clear co- 
expression of amylase and CK19 in a large proportion of the cells, indicating that an 
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intermediate cell exists from active conversion of amylase+ acinar cells to an 
ainylase+/CK19+ mixed acinar/ductal phenotype (AD cells). Daily evaluation of cultures 
(Figure 9) demonstrated that onset of CK19 expression begins around Day 2 of culture 
and by Day 5 cultures have lost most immunodetectable amylase expression and CK19 
expression is prevalent. 

[00070] Example 6. After 7 days of growth in PCM / Collagen I surface, cells were 
fixed, stained with antibodies to CK19, and counterstained with nuclear DAPL Total cell 
number was evaluated by automated image analysis (Figure IDA left panel, blue-stained 
cell nuclei), while CKl^ cells were counted (Figure lOB, right panel, green-stained cell 
cytoplasm). Of 378 total cells, 342 were immunopositive for CK19 (90%). A&er 
approximately 7 days of culture using conditions described harein, the acinar cells have 
concrete ductular characteristics, now referred to as IP cells. For most primary human 
cultures, more than 80% of cells in the culture after about 7 days express markers such as 
CK19 that are associated with ductular cells from a variety of tissues. 

[00071] Example 7: Gene Expression Analysis of 7-Day Cultures (IP Cells). 

Two independent IP cell cultures were subjected to Clontech 8K Atlas Gene Array 
analysis. IP cells were obtained by culturing primary acinar cells in a cell culture system 
comprising PCM and a Collagen I surface. Monolayer cultures were rinsed 2x with PBS, 
then detached from the flasks with 0.25% trypsin. Cells were pelleted by centrifiigation at 
1 ,200 RPM for 3 minutes in a swinging bucket centriftige. Cell pellets were resuspended 
and washed 2x in PBS before a final centrifiigation at 1,200 RPM for 3 minutes as 
described above. The supernatant was discarded and gently aspirated to remove as much 
liquid as possible from the cell pellet, which was then quick-frozen in a dry-ice/ethanol 
bath and stored at -SO'^C until transfer to BD Clontech where gene expression analysis 
was performed, using conventional techniques. 

[00072] Labelled P-33 cDNA probes were prepared from the 30 /ig of total RNA from 
each sample by first enriching for poly A + RNA using a streptavidin-magnetic bead 
separation method that is part of the Atlas Pure Total RNA Labeling system. The labeled 
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probes from each sample were hybridized with the plastic human 8 K gene arrays for 
about 16 hours, the arrays were washed and imaged accordmg to the Atlas array 
protocols. The Atlas image 2.7 software was used to align array images with the array 
grid template and to exclude false background signals or false signals due to strong signal 
bleedover. The transcript signals were then extracted from these aligned arrays using the 
Atlas Image 2.7 software and fiirther statistical analysis of the changes in gene expression 
were performed. 



[000731 In general, mRNA transcription was assayed, by hybridization to suitable 
oligonucleotide probes. In a few cases, for CK19 and amylase, the protein 
expression product was measured, using conventional methods of immimohistochemistry. 
A summary of the expression by these cell populations of a selected set of genes is 
presented in Table 4. Table 4 contains a list of genes expressed in IP cells and a 
comparison of expression pattems in primary acinar cells and primary ductal cells. Gene 
products identified as were expressed; those identified as "++" were strongly 
expressed. Gene products designated ® are found in regenerating pancreas. 



TABLE 4: 
Gene 

Aquaporin 1 
Aquaporin 5 
Aquaporin 8 

Insulin Receptor Substrate-2 

Protein Kinase B (AKT) 

Calpain (mu) 

CFTR (Cystic Fibrosis 

Transmembrane 

Conductance Regulator) 

Claudin 2 • \ .; . . v- 

Ciaudin 3 

Claudin 4 

Claudin 5 

Carbonic Aniiydrase II 
Inositol 1 ,4,5 triphosphate 
.Rc, Type 3 
MUC-1 



IP Cells Primary Ductal Cells Primary 

Acinar Cells 

+ ++(mRNA)/+(protein) 0 

++ +(mRNA)/-(protein) 

+ - + 

+ ++ ® 

0 + + 

0 0 0 

nd • ;•++ 

+ + + 

+ + + 

nd ++ 

0 0 0 

++ . - ++ 

+ ++ + 



26 



wo 03/102171 



PCT/US03/16096 



MUC-6 


++ 


+ 
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++ 


++ 
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+ 




nlnHd infpnrin 

Cll[JI Id O llilCLJIill 




n/a 




Ucld O llllt;tjllil 


0 


+ 








1 1/ CI 






n 


+ 




fihron<a»pf in 


0 


+ 




UUilayt^il IV 








viiruricLrUri 


n 


+ (§) 




MMP9 


0 


Trppp 




MMPQ 
iVIIVIr y 


4* 


1 1 doc? 




TIMP1 
1 llVlr 1 




1 1 CIOC 






1 f due? 


++ ® 




r^ SI ctri n 
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Pancreatitis Associated . 


++, 
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Protein (PAP) 








Reg-1 
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0. 


Trace 


pyrimidinergic receptor P2Y 
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+ 




Syndecan 


+ ; 


. +(lpw) 


Trace 


Glutathione S Transferase - 




+ 





IL Transformation of glandular epithelial cells into insulin producing cells - 
Generating insulin-producing cells by differentiation of IP cultures (Culture Phase 

m 

[00074J IP cultures can be utilized to generate insulin-producing cells by placing the 
cells in a second phase of culture that includes a surface, such as Collagen I, that 
promotes attachment of the IP cells combined with a defined medium formula that lacks 
serum but contains combinations of the following differentiation promoting factors: 
Activin A, acidic FGF, basic FGF, C-Natriuretic Peptide (CNP), Calcitonin Gene Related 
Peptide, Cholera Toxin B Subunit, Dexamethasone, Gastrin-Releasing Peptide, 
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Glucagon-like Peptide- 1 (GLP-1), Glucose, IGFl, IGF2, Insulin, Laminin, LIF, Met- 
Enkephalin, PDGFAA+PDGFBB, Prolactin, Sonic Hedgehog, Substance P, TGF-alpha, 
Trolox (alpha-tocopherol derivative), and VEGF. In the following examples, the base 
medium is composed of a 1 :1 mixture of HamsF12 and DMEM with antibiotics and 0.2% 
Bovine Serum Albumin (Fraction V, heat inactivated 99% pure). In one example 
(Combination 1), the base medium contained Cholera Toxin B, Dexamethasone, GRP, 
GLP-1, Glucose, IGF-1, IGF-2, Insulin, Prolactm, Sonic Hedgehog, Trolox, aFGF, and 
bFGF. In another example (Combination 2), the base medium contained Activin A, 
CGRP-alpha, CNP, Glucose, GLP-1, IGF-2, Insulin, LIF, Met-Enkephalin, Prolactin, 
Sonic Hedgehog, aFGF, and vEGF. In a third example (Combination 3), the base medium 
contains Activin A, CGRP-alpha, Cholera Toxm B, Dexamethasone, Glucose, GLP-1, 
Insulin, LIF, Laminin, Met-Enkephalin, PDGFAA/BB, Sonic Hedgehog, Substance P, 
TGF-alpha, aFGF, and VEGF. The concentrations of these media supplements are listed 
m Table 1. 

[00075] AD cells were placed into culture by either: 1) trypsinizing the cells from the 
surface on which they were generated, and redistribution onto a fresh attachment- 
promoting surface at a density of ~5 x 10"* cells/cm^, or 2) removing the medium, 
washing 2x in PBS to remove traces of old medium, and cultures re-fed with the new 
mediimi (described above) containing differentiation promoting factors. Cells are 
cultured for a period of 4-10 days at 3TC and 21% oxygen. On Day 5, half of the 
medium is removed and replaced with an equal volume of fresh medium containing 
differentiation promoting factors. 

Phenotypic Analysis of IP ceUs After Differentiation Culture. 

[00076] Morphological assessment of IP cells cultured in differentiation conditions 
described above was captured by light microscopy (see Example 8, below). The cellular 
phenotype of the cells comprising these cultures was assessed by immunocytochemistry 
as described above using monoclonal antibodies to vimentin, pro-insulin, C-peptide, 
MUC-1, and CK19 (See Example 10, below). Briefly, cultures were fixed with 10% 
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foTmalin for 1 hour at room temperature, then washed with PBS and subjected to 
inunimocytocheinical protocol. (See Example 9, below). 

Functional Analysis of IP cells After Differentiation Culture. 

[00077] The ability of the aggregated cell clusters to release insulin and C-peptide was 
assessed by subjecting the cultured cells to a glucose challenge as follows. Cells that had 
been cultured in differentiation medium for 7-10 days were washed 3x in PBS, then re- 
fed with either 1) base medium (described above) with 5mM Glucose, or 2) base medium 
with 22mM glucose. After 18 hours, the cell-conditioned medium was collected and 
subjected to ELISA analysis for insulin and C-peptide release (Diagnostic Systems 
Laboratories (DSL)). ELISAs were conducted using the standard range assay procedure 
according to manufacturer's specifications. Plates were incubated on a shaker during the 
assay and results were read in a Tecan spectrophotometric plate reader. Total ng of 
insuhn or C-peptide per well were calculated for each media condition, for both 5mM 
glucose media and 22mM glucose media (See Example 10). 

[00078] Example 8. Pancreatic acinar cells were cultured in Base Medium + ITS + 
Serum (10%) for 1 week, then trypsinized (treated with 0.25% Trypsin without EDTA for 
10 minutes at 37°C) and transferred to a fresh coUagen-l coated surface and placed in a 
medium containing all 23 DFPs listed. Over a period of 3-5 days, the cells readily 
formed three-dimensional pod-like structures, clearly observable by light microscopy 
(Figure 11). Some larger pods detached from the culture surface after about 4-6 days in 
culture, and remained viable, as determined by trypan blue exclusion. The pod-like 
structures were hypothesized to be aggregations of insulin-producing cells, and subjected 
to fiirther analysis as described below. 

[00079] Example 9. Pod-Hke structures, generated the same manner as described in the 
previous example, were fixed in 10% formalin and subjected to immunocytochemical 
analysis first with CK19 monoclonal antibodies, then with C-peptide monoclonal 
antibodies, as described above. Figure 12A shows a group of cells (DAPI stained nuclei 
are blue), some of which are immunopositive for CK19 (green staining). Figure 12B 
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shows the same group of cells, many of which are positive for C-Peptide, which is 
produced when the proinsulin molecule synthesized within the cell is cleaved to yield 
mature insulin; the C-peptide stained cells are red, with a typical granular staining of the 
cytoplasm. Figure 12C shows a higher power overlay image, demonstrating 
colocalization of CK19 and C-peptide in a small subset of cells. Co-stained cells appear 
yellow-orange on the overlay image. 

[00080] Example 10. Cells cultured in base medium (negative control), or in 
Combinations 1, 2 and 3 of the differentiation promoting media, were evaluated for their 
ability to release insulin and C-peptide into the culture medium. In addition, we assessed 
whether increasing concentrations of glucose led to the release of a greater quantity of 
insulin and C-peptide, mdicating an islet-like functionality. First, the cells were cultured 
for 1 week in base medium + EGF(10 ng/ml) + ITS + 10% fetal bovine serum (PCM). 
Then, cells were either subjected to awash and medium change (non-subcultured), or to a 
wash, trypsinization/detachment, reseeding, and medium change. Replicate cultures were 
re-fed with either base medium (serum-free), fresh PCM, or one of the three 
combinations of differentiation promoting media (all serum-free). After 10 days, 
differentiation media were removed, cultures were washed 3x with PBS, then re-fed with 
serum-free base medium containing either 5mM glucose or 22mM glucose (final 
concentration). After 18 hours, the conditioned media were collected and subjected to 
ELISA analysis with antibodies to either Insulin or C-Peptide (DSL laboratories). Figures 
13 A, 13B and 13C, respectively, show insulin release by nonsubcultured cells, and 
insulin release and C-peptide release in response to glucose challenge. Since some of the 
cultures contain insulin, and cells can take insulin up from the medium, production of C- 
peptide is an important confirmation that the cells are synthesizing insulin de novo from 
the synthesis and processing of proinsulin. Furthermore, the production of insulin and C- 
peptide is increased in most cases with increasing glucose concentration, suggesting an 
islet-like function of cells within these cultures. Note that little insulin or C-peptide is 
produced in the base medium that contains no DPFs. 
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[00081] Example 11. Both the quantity of msulin and the quantity of DNA were 
measured in IP cells subjected to differentiation culture with or without enzymatic 
detachment and subculturing. Cultures were carried out precisely as described in the 
previous paragraph. DNA was measured utilizing a standard Picogreen assay (Molecular 
Probes), while insulin was measured by ELISA assay. Total ng of Insulin was divided by 
total [Jig of DNA in the sample, thus providing the insulinrDNA ratio value, in order to 
calculate a ratio of the quantity of insulin present vs. the number of cells present 
(reflected by DNA content). The results are shown in Figure 14. In each of the 
differentiation media combinations, the insulinrDNA ratio is increased compared to base 
medium, suggesting that more insulin is produced on a per cell basis in the presence of 
DPFs than when cultured without them. Furthermore, tfie insulinrDNA ratio is increased 
slightly in some conditions upon glucose challenge (22niM glucose vs. SmM), suggesting 
that the cells respond to glucose by releasing a greater quantity of insulin. 

[00082] Example 12. Lisulin-producing cells obtained by the preceding method were 
subjected to gene expression analysis as described above. Table 5 contains a list of the 
highest expressed genes, their position on the Clontech atlas 8K gene array, and relative 
expression of these genes (after normalization). Table 5 is attached hereto as Appendix 1 

[000831 Example 13. Primary human pancreatic cells were seeded at 0.5 x 10^ 
cells/cm^ in PCM on a collagen- 1 surface and grown for 7 days. Insulin was measured at 
Days 1, 7, and 10 as followsr Growth medium was removed, wells were washed 3x in 
phosphate buffered saline. After a pre-incubation for 1 hour at 37C in base medium 
without insulin, with SmM glucose, media was removed and replaced with either 1) base 
medium (without insulin) with SmM glucose, or 2) base medimn (without insulin) with 
22mM glucose. Insulin was measured in cell-conditioned media after 18 hours at 37^ C. 
After 7 days of culture, PCM medium was replaced with either 1) fi-esh PCM, 2) serum- 
free base medium, 3) serum free base mediimi with all 23 differentiating factors, 4) 
serum-free combination 1, or 5) serum-free combination 2. The results are shown in 
Figure 15. After 3 days exposure to the differentiating factors, increased insulin release 
is noted in presence of differentiating factors. The results on Day 1 argue against the 
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presence of a significant number of insulin-producing cells in the starting material, 
demonstrating the de novo generation of insulin-producing cells from acinar cells in the 
primary culture. It can be seen in the Figure that at the end of 10 days, insulin release in 
response to a glucose challenge is much greater in the DFP media than in the PCM or 
base mediimi, verifying the stimulatory effect that the DFPs exert on transformation of 
glandular epithelial cells into insulin-producing cells. 

[000841 Example 14. Himian pancreatic acinar cells were cultiu*ed on a collagen I 
surface in PCM from Day 1 to Day 7, thus generating a culture of IP cells at Day 7. On 
Day 7, the P cells were washed and the PCM medium was replaced with the G09 
differentiation medium containing the 30 factors listed in Table 2. At each time point 
(Days 1, 7, 10 and 14), insulin release was measured by washing the cultures three times 
with PBS, then challenging the cultures with a 1:1 mixture of DMEM and HAMs F12 
containing either SmM or 22mM glucose. After 18 hoiu^ of exposure to the glucose, 
supematants were collected and insulin measured by ELISA. The results are shown in 
Figure 15a. 

in. Expression studies at several time points of primary human acinar cells that are 
expanded, allowed to differentiate into IP cells and then allowed to differentiate 
further into insulin-prodncing cells 

[000851 Example 15. Three independent samples of primary human pancreatic acinar 
cells were seeded and expanded described above. From Day 0 to Day 8, cells were on 
collagen I surface, seeded at 10"* cells/cm^ , in PCM. On Day 8, the medium was changed 
from PCM to the medium with the active factors shovm in Table 2. Cells were fed twice 
with G09 (50% of medium replaced) between days 8 and 16. The cells remained on the 
surface throughout the culture process. Cultures were harvested at 3 days after the initial 
plating (actively trans-differentiating acinar cells), 8 days after plating (IP cells) and 16 
days after plating (putative insulin producing cells) and subjected to gene expression 
analysis, as described in Example 7. mRNA expression data were obtained with 12K 
microarrays from Clonetech. 
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[00086] Briefly, growth medium was removed from the culture flasks and cells were 
lysed in trizol LS (Invitrogen) chaotrope/phenol reagent for about 2 minutes by pipetting 
the lysis solution over the cell layer. Three ml of RNAse free water was added per 9 ml 
of lysis solution in an Oak Ridge Cetrifiige tube. 2.4 ml chloroform was then added and 
the solution vigorously vortexed for 1 minute. The aqueous and organic phases were 
then separated by cetrifugation at 4°C and the upper aqueous phase containing RNA was 
removed to a clean PET tube. The RNA was precipitated by isopropanol precipitation, 
washed with 70% ethanol and redissolved in 200 jil of RNAse free water. A chaotrope 
lysis reagent was immediately added to the RNA and it was fiirther purified using a 
Qiagen spin column method with a DNAse digestion step. The purified RNA was finally 
eluted in SOixl RNAse free water and stored at -80°C. 

100087] Labelled P-33 cDNA probes were prepared from the 30 ng of total RNA from 
each sample by first enriching for poly A + RNA using a streptavidin-magnetic bead 
separation method that is part of the Atlas Pure Total RNA Labeeling system. The 
labeled probes from each sample were hybridized with the plastic human 12 K gene 
arrays for about 16 hours, the arrays were washed and imaged according to the Atlas 
array protocols. The Atlas image 2.7 software was used to aUghn array images with the 
array grid template and to exclude false backgroimd signals or false signals due to strong 
signal bleedover. The transcript signals were then extracted from these aligned arrays 
using the Atlas Image 2.7 software and ftulher statistical analysis of the changes in gene 
expression were performed. 

[00088] The raw expression data were analyzed as follows: (1) We filtered out genes 
that were not expressed at any of the 3 conditions/time points; (2) We normaUzed all of 
the microarrays against each other to remove differences from array-to-array and the 
effects of variability in sample processing, hybridization, etc.; (3) We identified genes 
which showed a statistically significant difference among the conditions/time points; and 
(4) We clustered the genes based on their temporal patterns in a way that is consistent 
with the design of the study and the changes in phenotype. 
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[00089] Table 6 shows expression data for the genes that were identified by the above 
analysis^ This Table is attached hereto as Appendix 2. These identified genes were 
expressed at high levels at both Day 3 and Day 8, or their expression increased 
substantially between Day 3 and Day 8. The Table also shows the expression levels of 
these genes at Day 16, and the mean expression for all three condition/time points. The 
Table also shows the ratios of expression at various times: "I to A'' is the ratio of 
expression of putative insulin-producing cells (Day 16) to acinar (Day 8) cells; "Int to A" 
is the ratio of IP cells (Day 8) cells to acinar cells (Day 3). 

[00090] The data shown in Table 6 were fiirfher analyzed by clustering them into one of 
17 "classes," whose features are sununarized on the Table. A graphical representation of 
the characteristics of these 17 classes in presented in Figure 16. 

[00091] The data firom the Day 8 time points in Table 6 were also grouped with regard 
to whether the genes expressed at Day 8 in these cells belong to the classes of genes 
expressed normally in (1) liver and pancreas; (2) pancreas-associated genes; (3) liver- 
associated genes; or (4) progenitor-associated genes. The results are shovra in Table 7. 
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[00092] As can be seen, at Day 8 IP cells no longer expressed genes consistent with 
pancreatic acinar cells, nor did they express a complement of genes specific for 
pancreatic ductular cells. The IP cells expressed low levels of some markers associated 
with pancreatic islets, including insulin, somatostatin and pancreatic polypeptide, 
suggesting that at least some cells in the population are competent to express endocrine 
genes of the pancreatic islets. 

[00093] Surprisingly, the IP cells also expressed several liver-specific transcription 
factors C/EBP alpha, C-EBP-beta) and other markers of mature and developing 
liver, including low levels of Thy-1, a marker associated with hepatic "oval" stem cells. 
This suggests that the diflferentiating cells were not moving simply firom pancreatic acinar 
to pancreatic ductal, but had developed into a cell with both hepatic and pancreatic 
characteristics, while not fitting into any single gene expression profile of one of these 
cell types. The cells generated in this example resemble the cells that emerge firom the 
pancreas of rodents that are fed a copper-deficient diet. (See, e.g. Rao et al., 1988). The 
pancreas of such animals goes through an acute phase of pancreatitis followed by 
"hepatization" of liver (which means cells that begin to express hepatic genes rather than 
pancreatic genes). Liver-like cells have also been reported in human fetal pancreas 
(Tsanadis et al., 1995) Isolated cells generated by the methods of the present invention 
{e.g., by propagating primary acinar cells or other types of endodermal cells or progenitor 
cells by the methods of the invention) are to be distinguished fi-om naturally occurring 
cells that may have some of the characteristics of IP cells, such as oval cells or cells 
isolated from the pancreas of a rodent on a copper-deficient diet. 

[00094] Cells having the characteristics of these ff cells may be useful for, e.g., 
therapeutic approaches in the treatment of diabetes. Furthermore, although the cells in 
this example were derived fi-om pancreas, other epithelial tissues, or perhaps even any 
endoderm-derived tissue, may provide additional sources of cells that can be 
differentiated into cells having a similar phenotype. Suitable tissue types include, e.g., 
liver or intestine. These IP cells express genes associated with pancreas, liver, intestine 
and neuronal tissues. For example, they express mucin, CK19 and CK7, which are 
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common markers associated with duct cells in the pancreas, liver and intestine. Thus, the 
gene expression pattern seen in these IP cells may serve as a predictive measure for cells 
derived from each of these tissues for the puipose of generating insulin-producing cells. 
Furthermore, IP cells may, under appropriate conditions, give rise, not only to pancreatic 
islet cells, but also to hepatocytes or any endoderm-derived tissue. 

[00095] The disclosures of the following references, cited above in part, relate to the 

present invention: 

WO 02/29010 A2 (Kerr-Conte); 

Bonner-Weir, S. et al., Proc. Natl. Acad. Sci. USA 97: 7999-8004 (2000), 

Bouwens, L., Microsc. Res. Tech. 43: 332-6 (1998), 

Bowens, L. et aL Diabetologia 41:629-33 (1998); 

Gtaiyr, V. et aL, Diabetes 49:1671-80 (2000); 

Gmyr, V. et al. Cell Transplant 10:109-21 (2001), 

Gmyr,V. etal. Diabetes 49:1671-80 (2000), 

Hall, P.A. et al., J. Pathol. 166: 97-103 (1992); 

Kerr-Conte, J. et al.. Diabetes 45:1108-14 (1996); 

Kerr-Conte, J. et al.. Transplant Proc 27:3268 (1985); 

Pattou F. et al.. Bull. Acad. Natl. Med. 184:1887-99 (2000); 

Rao, MS et al Biochem Biophys Res Comm. 156:131-6 (1988); 

Rooman, Ilse et al.. Diabetes 51: 686-90 (2002); 

Rooman, I, et al. Diabetologia 43:907-14 (2000); 

Rooman, 1. et aL, Gastroenterology 121: 940-9 (2001); 

Trivedi, N. et aL Endocrinology 142:21 15-22 (2001); 

Tsanadis, G. et aL Histol. HistopathoL 10:1-10 (1995); 

Wang, R.N. et aL, Diabetologia 38:1405-11(1995); 

USP 6,01 1,647 (Ammon Peck). 

[00096] The embodiments illustrated and discussed in the present specification are 
intended only to teach those skilled in the art the best way known to the inventors to 
make and use the invention, and should not be considered as limiting the scope of the 
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present invention. The exemplified embodiments of the invention may be modified or 
varied, and elements added or omitted, without departing firom the invention, as 
appreciated by those skilled in the art in light of the above teachings. It is therefore to be 
understood that, within the scope of the claims and their equivalents, the invention may 
be practiced otherwise than as specifically described. 

[00097] The entire disclosure of all applications, patents and publications, cited above 
and in the figures are hereby incorporated in their entirety by reference. 



39 



wo 03/102171 



PCT/US03/16096 



CO T- «^ 



O X- 

CO CO 
CM r- 



to 



00 ^ 



00 CD 
O 

CO 00 



CO 
CM 
GO 



CM 



CO CM CM 

lo lo S o 

CO 00 $2 00 



CO 



CO 



O C3> 00 h- CM O N. 

"cO CO CT5 ^ 05 CO CO 

w »o in o o lo 

© -'t CO CO CM ^ ^ 



... S 

CO CO CM 



I CO CO 



T- t- O 



lO o> 

CO t- 

a> a> 



o 



CM 
CO 
00 



(D 

o 

00 



00 CO to O CM 
us "4' CM O CO 

CO 



•3 




CO O O) 1^ 

CD S So ^ cB 



CO 



lO CO o 

lo 00 CO 

00 T- ^ 

<D K CM 



to 



c 
o 

I 



o <i> 

S " 



c 
o 
o 

w 
Q. 

o> 
c 



Q 

■5 



c 5 iS b 

I- CD Q) -C T- 

2Z SS c c ^ {= *o 

O (0 COCO O>Q.t0^C0O 



CO 

<: 

iS 6 

O CO 

o ^ 



Q_ 
CD 
LU 

O 

a> 
S 

CL 

C3a 
c 

T3 
C 
^13 



(0 <f 



CM 

c 

o 

cL 



c 
o 



o o 

«'> 

9- 

S 2 

e 

o 

JZ 

CO 
' CO 
CO 



© TO 
»- O) 

TO 6 

is 



c 

E 
o 

V S 

£ o 

CD 

Q. a> 

— a> 
(D ni 

O Q. 



o 

53 
CI. 

c» 
o 

CL 

O Q. 

O ®' 

^ So 



(0 

E 
w 
i9 
cx 

cj> 
o 

CL 
V> 

c 

s 

5; + 
S) ft CM 

g «> s 

o O < fc 



o 



CO 
CO 



(0 

C ^ O 

g CO S 

^ -j^ o. 

o c 8 

o o 2 



5 

8 

v_ 

I 

x: 

Ol 
CO 

O 



o 
c 

'b 

2 
a. 



m ^ 




CO ^ X 55 
to CO C 



CO 



40 



wo 03/102171 



PCTAJS03/16096 



CO CO 
00 



<D 1- 
0> <D 



CO 
CO 



CO 



CO 



CO <o t 



CO 



T- CO O ^ 



io^cj)oococo5Scocococo 



CM 



'^lOCOTf^'cOCMOO'^ 



T- 00 CM 
^ O CD 
CO CO CO 



00 CD m 
h- CO CO 

CO CO 



CO 00 
CD 
CD CD 



CO 00 
in CO 

CO CD 



o 

CO 
CO 



00 



00 

to 



CO 00 



OOCDCOrOOCMCO'r-r«*miO 
10C0t-OOC0CM'«-OO0> 
lOlOLOlOlOTj-Tj-'^'^^CO 



T- lO 

C3> 00 
CO CO CO 



O 00 CD 
CD CD 
CO CO CO 



O ''t 

O T- 

O CM 
N. ID 



CM CO 

a> 

h- CM 



CM 
CO 



CO 0> COCOCOO>COCMCMCMU5^r^ 

CJ>CD CMh*CJ>COOr^O>OCDO 

too C0tnO^C3>00CDCMCncD 

CO CD ^ CO ' ^ ^ 



CO 't- CD CO 



C3) CM CO 
CM Tj- 



O 1- ID 

Pill 



CM 



-I «" 

S o S 
5 ^ -S- 



0) CO 



£ •£ -Q 
^ 0) CO 



s 



o 
o 

^ E 
o w 

g-CM 

o c 
^ -9> 

I 8 ^ 

g a> TO 

^"CO CO 

-•ts c o 



(D 

c 
o 

£ 

I 

o 

LU 



o 

.CO 



c 
o 



1^ (/> 

8 2 

■^^^ 

O v_ 

CO >* S 

E ^ a 



3 

o 

0 

o 
c 

£ ^ 

0) c 

E o 
« o 

CD Q- 

^ -o 
— a> 

SI 



3 

I- a> 
o 

o 
o 

CD 
i— 

(1) 
c 

s 

ic 

E S 
« 2 

is -Q 

— Q) 



w <1> 
O CO 

c c 

(0 ^ 
CO 

c^ 

CO 

"D C 

<u p 

&^ 

■O CD 
C £Z 

s 

C O CD 
CO c 

CO £ 

O O) CO 
^ 5 CO 

Q. E ^ 



c 

^ 'a 
c s 

<o a. _ 

CO 

*o 

JZ <o 
CO 



CO 



CO o 
"t- *fi 



CL 
(D 

o 

c 
c 

<D 

o i 



o) 2 2 

_ C is 0) 
D. Q. CO to ^ 



?! 

O (D 
Q. O 

2 o) 

■ s 

: 3 c 

■ (0 to 

8 1^ 



c 

e 

O) 

c 

(0 

> 



o 

CO 

o 

fO 
CO 

a. 

<o 

c ^ 



CO 

c 

CO 

£ 
o 
■o 

0 

c 

CO 
u. 

E 

CD 

E 

CO 

c 

CO 



c _ 

CO 0 

if 

c5 CO ' 



CD CO 
(0 
CO 

c 
-o 

0) 



0) o 

E 

(0 



C <l> CO c 
*~ 3 

o fo 



<D Q. 



<1> 



;s O 



.CO E 



o ^ 



o ^ o 



(0 
^ CO 
CO CO 



CO 

3 
CO 

<o 

CO © 
CM (O 

si 

CO ^ 

S c 
2 S 

Is 

CO .c 
CM C 

^ E 2 
^ i< o ^ 

3 J3 b: CO 

J g So 



41 



wo 03/102171 



PCT/US03/16096 



''^ 1^ lO 
CO O 
C4 lO <D 



O 
O lO 
CM 04 



o) CO o CD in 
CO CD V- 

1- CO CO CVJ 



CO o 
CN O 
CM CO 



CM CO 



CO o 
CO 







CO 


00 


CO 


O 






CM 


O 


a> 


CM 


CO 




o 


o> 


CO 


CM 


CM 




CM 


CO 







G> O 



CO 



in T- 

CO CO 
CO CO 



IN. lO CO CM 00 
CM CM CM CM 3- 
CO CO CO CO CO 



o c:> 

0> CO 
CM CM 



00 00 

CM CM 



CO CO 
CM CM 



N. cj> 
CO CO 

CM CM CM 



o 

CO 
CM 



5? 

CM CM 



CO 

CO CO 

eg CM 



O) 


CO 




CD 


in 


to 


0 




CO 


CO 


0 


CO 




00 


CD 


CM 


CM 


CM 


CM 


CM 


CM 




in 


h- 


in 


CO 







CM CD Tj- 



Ti- CO 

00 CO 



O 

CD 

"d- CO 



CM T- 
CM CO 
00 CO 

CO 



f- CO 
CO 



^ in 

C7> CO CD 

in o in 

CD in 



CO CO 

CO 



in 



CM 

1^ a> 
10 



in 

CO 

00 



Q. 
CD 
HI 

O 



I 

o. 

C 
C 

In 

d I- 



CM 

Q 



Q. 

u 

a? 

c 

"e 

CD 
Q. 
O 
"O 



8 

^ C 

i| 



s 

a. 

0) 

(0 

CO 

o. 

Ui 

o 



•2 ^ 

80 



CO 

CL CL^^ 



CO 

c 

-c '3 



xn 
05 



c 
o 



<D 
■*-> 
(0 

"o 
o 

C/) 

{/) 

CO 

c c 
"2 -^^ 
CO o 
73 i= 



c 
o 
o 
c 
'co 
E 

Ci JC 
CO o 



0) 
(0 
CO 
0) 

2 

Q. 

">» 
T! 
CO 
CL 
U) 
CO 

"to 
E 
o 
{/} 
o 



CO <D . 

C ^ CD 

2 P W 

3 55 <g 
Q> CO i5 
a JD o 



c 



•5 CL 



X 

C (0 
(0 u 



is 

if 

CO "D 

§^ 

v_ CO 

O o 
o 

Q JO 

^ s> 

.a o 
CD i> 



CO 
x: 

Q. 



^ -i-"" (0 



O 



if o 



■2 9 



^ -(6 



0) 
TO 

x: 
a. 
v> 
o 

CL 
I 

CO 
I 

(D 

XI 
Q> 

!2 

CO 

t_ 
0 



o 
a> 

Q. 
CO 
>v 
0) 

c 

■Q 

!5 



Ml 



0> 

(0 

CO 

c 

(0 



x: 
c 

c 
o 

0 
o 
(/) 



O Q 

a! o 



u. o 



a> 
•o 
c 

0> 

cx 
a> 
x> 

<i> 

D) 
CO 



C "1 © 

o 

*Q. 



^ O 

O :ti 

C C 

C 3 
CO 

E g 

3 E 

2 E 

^ (0 
C3> 



c 

f- -3 

(X> ^ 

v> 

X 

o 

E 
o 

c: o 
cx c 

0 CO 
C3 ^ 

0) 

E 



O 

4 c 



0 0)0] 



(0 £3^ 
3 O 
0>0 



, o 
00 

© 
2 

CL 
O) 

c 

T3 
C 



o 

CO 

x: 

£r 
CO 

< 
C 

E 




42 



wo 03/102171 



PCT/US03/16096 



00 in lo 1- 
o ^ (D ^ ^ 

CM T- ^ CO 



CD _|. 



CO ^ 5S S 

^ 21 O O CO o 
^ ^ CM Csl ^ '•^ 



CM 

in 



CO 



CO 



m 

CO 



IS. 0> K T- 
^ lO o o 
T- CM t- 



CM 
CO 



N. 
O 
CM 



o> 



CO CO CM 

CM ^ 'f- O 
CM CM CM CM CM 



to CM O 
O O O 
CM CM CM 



CO O 00 ID 

C3) 0> CO 00 |s- h". 



CM T- O 

CO CO 



LO o o 
in LO lo lo 



CO o> T— r*- 00 

00 N- CM 

CO 00 00 00 
CM 1^ CM 



<0 0> 
CO CO CO 

CO 

CM 



in r>- oo 00 f- CM 

00 CM CM CM in 
T- O) O T- 00 



in Tj- 



CO 

o 

CO 



CM N. 't- 



CO ^ LO CO 

O CO CO "T- 

CO CO O CO 

to (O ^ CO 



o :i ^ 
in m 00 

T- O O CD 
CO 00 CM CO 



to tn 

CO 00 

CO <y> 

T- m 



CO 
CO 




43 



wo 03/102171 



PCTAJS03/16096 



o 

1? d) 



CM 



CD 



|s- T- 

00 0> GO 



CM ^ o> 



is 



00 CO 



E5 $2 



o> 

CM 



§ o a 
8 <o ^ 



CO 

o 



xrO 0> OO'^OOON-tDxfCOO^ 
CO CNJ CM CMCM-^-T-T-T-T-T-T-O 



00 lO 

o o 



CO 

o 



CM 



CM 



CM <3> CO Tj- 

0> 00 00 00 00 



00 



<D CM 
CO CD 
lO ^ 
ID 



f^CD-r-COT-mcOCMCOCM 
CO r^N-'^^f T-CMCOU)CO^ 







o 


CM 


CD 


lO 


lO 




CO 




CM 


oo 


o 


CO 


t — 


CO 


CO 


CM 


CM 


CM 



CO 



g 0> CO ^ jj 
CO lO S> S 00 

T- lO CO T- 



0) 

2 CD 
O C 

c a> 
to c 
o c 

.2 Q. 
^ "S 

C (0 

o 

.2 CO 



o c 

SI 



c 
'q> 

2 

Q. 

I 

JO 
0) 



0) 

o 

CL 

o 

Oi 

c 

CD 



to 
E 

O (0 

CO < 
C CL 



CD 



CO CO 
l— 

^ o 

il 

E g 

0) o 

■^o 

c a. 

CD (D 

X Cf) o 

O CD 

J3 c «- 

s.^ 

CD CO m 

Eg -G 



5 



E 

0) 

E 
E 

<D 
Q. 
3 

g S 

i| 

Q g 



CM 

c 
o 

0) 



CM 

B 
i_ 

to 



5 <D 

g 9 
o 



0 

SI 



CO 
Q> 

b o 

CO C 
Q. (D 



^ Q. 

c a> 



Q) 

E 

CO to 
Q. 

^ ^ CO 



c 

ID 9- 

u 

CL 
(D 



CD 
C 



o 

-I 

O) ^ T3 
C O c 

111 

X> C Q. 



CD O 

o 



O 

O 
k~ 

Q 



CM 

O 
O 



E 
o 



CD ^ 



to 

-D CO o 

If 2 

o c x: 
o 0 o 



CO 
CD 
.> 

i 

x> 
% 

(D 



o o 

>r CO 
S 

S £ 

Q. CO 

O 3 



CD 
C 

•o 
c 

CO 

'co -C 
CO o 



CO 



CO 



CM 

CD 

to 
(0 

to Z3 

sfi 



o 
c 

CD 

^ Q. 
CL *C 

c 

CO 
t— 

CD 

to T3 

i5 *o 
O ^ 



CO 

c 

(0 



o 

CI 

to 
o 

JZ 

® 

CO 
CO 
■g 
X 



X 

o 
o 

CD 

£ 
o 

'tf 



CL 
CO 

CD C 

"to B 



C P (0 

o S » 



(0 



44 



wo 03/102171 



PCT/US03/16096 



O CD 
T- CO 



CO 00 
00 00 



00 



Tl- 00 



lO ^ ^ di o> ^ iiCQCO 



CO 

2 00 00 xr 



1^ ^ m 



O O lO 
<0 CO 



o o 
00 00 



o> <o 
fN. N> 



CO 



o 



O 0> CO 
CD CD 



CO CO 
lO m U3 LO 



OJ N. O 

lo -sr 



C3> CM 
CD N. 



00 lO LQ O 

O CD CO 00 

1^ N. CM 

CD CO 



O 
OO 
CM 
CD 



O 
CM 

CO 



T- CD CO 

a> h- 

N. CF> 

in T- T- 



c» CO CM 
1^ in o CO 
T- in CD CO 



CM 'r- 

<^ CO 
CM CO 

in CO 




2 CO 

a> CO 
CO -b 



45 



wo 03/102171 



PCT/US03/16096 



APPENDIX 2: 



Table 6 



SwIssProt Spot 



geneName 



days 



days day16 aHMean raUotloA rationlntto/dassID className 



P04270 

09599B 

Q14697 

P14209 

P3a530 

043770 

043852 

075718 

QSYaCO 

P7a369 

P08572 

P11BQ2 

01 8555 

P33316 

P07992 

075636 

Q9UBA6 

a9Y5P5 

075293 

PS01S2 

Q9NX09 

P05204 

O9P0P2 

Q9NWF8 

Q9NWV4 

ogposB 

Q9BWS9 



E19ab2 

N17ab2 

G02efB 

G23ab7 

G14ei5 

I23at»3 

P0Bab3 

024cd6 

G14ef2 

G09cd6 

POBefB 

BOSefS 

O07ab4 

H233b5 

K20ef6 

B14cd3 

B19ef4 

P08ef7 



Q9Y6M1 

Q9NQX7 

P06648 

000410 

P07195 

P093a2 

075427 

016553 

075900 

Q9UNF1 

P13995 

000265 

P2736t 

P24844 

Q9NVD4 

Q9Y617 

095356 

Q9Y5X6 

Q15113 

O1S460 

043556 

P50454 



Q1665Q 

Q9Y4Y8 

Q9BVHg 

Q9HBB0 

P01033 

01 5582 

001995 

Q13641 

P06468 

P51784 

P03996 

P0ai23 

P24821 

Q9NVA2 

P40261 

015063 

P09486 

P35625 

Q9H2L5 

P1512i 

P085B2 

P20292 

015342 

Q9BXJ0 

Q9NRI3 

P05305 

P09341 

Q92730 

Q9H5K0 

PI 8564 

P14316 

P40305 

P05161 



C05ab6 

C05gh3 

J22ab7 

C17ef3 

L15gh2 

B17gh2 

A21ef3 

P04gh5 

K2l9h8 

P09cd6 

H02gh7 

E23ef7 

J24ab6 

N16ab6 

N22ab6 

P20ab6 

A15ab7 

O05cd4 

H16ef7 

J16cd6 

G19cd8 

B13ef5 

E16cd6 

J10gh2 

N22ef8 

A11gh7 

G04cd8 

620ab8 

D20cd4 

I19gh1 

M17ab6 

A23od8 

P20cd1 

E18cd7 

D1Bgh7 

LOSghS 

P09ef7 

I20er6 

M07cd2 

B0Sab2 

G08cd2 

M21cd4 

E17ab2 

P02ef6 

A05ef7 

F13gh3 

M09cd1 

C01ef7 

A09ef7 

K20er5 

GoeghS 

C18ab2 

B14ef5 

E06ab2 

A13ab3 

HIBghB 

P09gh4 

F17ab5 

A04ab6 

014ef4 

LlOghS 

E21ef7 

B16ef6 

020ab7 

B21cd5 



adin; alpha; cardiac musde 1198.174 760 595SJ)77 

adenomalous polyposis coll like 2708.542 5180 7594.139 

alpha gtucosidase n alpha subun 306.0691 350 775.3358 

antigen Identified by monodona) 389.622 507 1238.43 

AXL receptor lyroslna kinase 314.4639 288 634.5658 

B<enCLUyniphofna7C 700.573 1050 1504^ 

calumenin 801.582 1290 4720B07 

cartilage associated protein 430.4432 256 109059 

C6I-1 16 protein 181.0293 301 416.7246 

daudlnIO 1176.087 742 2598.595 

collagen: type rV; alpha 2 1130.23 1350 4684.425 

cydin-dependenl kinase 4 914.1579 978 2342.994 

dlhydropyrirrildlnase-like 2 114.6165 164 921.1473 

dUTP pyrophosphatase 1775032 238 541.5382 

excision repair cross*complemen 362.031 415 907.7933 

ficolln (collagen/nbrinogen domaJ 1081.127 1010 4327.606 

G8 protein 370.6842 578 1489.206 

6DP-mannose pyrophosphoryiai 171.1216 198 414.0862 

growth airest and DNA-damage4 194.3626 203 386.6833 

guanine nudeoHde binding prote 204.743 150 497.3097 

HIF-1 responsive RTPB01 348.8574 253 1032.929 

high-mobility group (nonHstone f 2067.865 112D 6059^ 

homdog of yeast M0G1 325.8407 378 682.7568 

hypothetical protein FLJ10055 172.187 241 374 J 

hypolhelical protein FU20580 221.4432 280 483.5381 

hypothetical protein HSPC195 153.B24 165 330.9111 

hypothetical prot^MGC3234 196.9154 161 427.2066 

hypothetical protein MGC4415 158.4692 117 684.3425 

l6F-llnriRNA-btndIng protein 2 135.2566 153 408.5101 

Integral membrane protein 3 478.2728 481 1102.244 

Integrtn; alpha 5 (fibronecUn rec6 183.4629 124 478.7266 

karyopherin fimportin) beta 3 326.6874 196 629.7656 

lactate dehydrogenase B 1003.971 1200 5593.079 

lectin; galactoside-binding: solub 19170.52 35400 78086.75 

leudne-rteh repeat protein; neurc 174.9605 231 543.3883 

lymphocyte anHgen 6 connplejck 425.8933 494 938.4504 

matrix metalloproleinase23A 381.2184 297 851.7221 

melanoma antigen; family D; 2 193.8125 219 659.9701 

melhyteno tetrahydrofolatc dehyi 321.4878 226 759.6021 

microtubule-assodaled proton; f 189.7616 234 377.5576 

mi logen-activaled protein kinase 358.0872 382 720.3119 

myosin; light polypeptide 9; regul 5480.451 7380 22518.95 

N^cetyineurairinicaddphosph! 153.4762 167 390.6642 

phosplioserlne aminotransferase 169.9503 250 1238.851 

pituitary lumor-transfonning 3 237.2126 192 2276.181 

plasma glutamate carboxypepUdt 169.6268 142 366.6202 

procollagen OendopepUdase en 497.3967 402 2628.947 

proconagen-prollne; 2-oxoglul3r£ 262.1395 433 756.4003 

sarcoglycan; epsilon 17Z7191 215 349.304 

serine (or cysteine) proteinase In 339.1762 612 4091.161 

simnartovacdntavirvsHlndinK 444.062 553 997.4551 

5inged^ke(rasdnhoniolog;sea 262.7872 479 1472.155 

Sm protein F 257.2028 278 548.9705 

thioredoxin related protein 522.0262 . 481 1903^64 

Thy-1 co-transaibed 327.3502 374 1110.527 

tissue inhlbilor of metaltoproteing 1236.457 1500 13029.41 

transfomting growth fadon bela-i 1221.083 2060 8540.86 

Iransgelin 3307.821 3880 16534.27 

Uophoblasl glycoprotein 479.6488 426 1399.786 

tropomyosin 2 (beta) 339.2292 589 13203.05 

ublquitlnspecinc protease 11 158.0478 194 491.1246 

actin; alpha 2; smooth musde: at 412.1187 1940 41801.34 

collagen: type 1: alpha 2 186.5666 576 14565J6 

hexabrachion (lenasdn C: cytota 355.495 918 2371.983 

hypolhelical proldn FU10849 374.1496 861 3471.789 

nicotinamide l^methyltransferasi 1060.579 2310 5683.533 

osteoblast spedftc factor 2 (fasd 276.634 795 6328.222 

secreted protein; addle; cysteine 404.2039 2760 63837.2 

U&sue inhibitor of metalloproteins 216.254 619 10078.17 

AD037 protein 3612297 681 158.8121 

aldo>keto reductase farrtflyl; met 2342.744 5380 2337.052 

antigen p97 (melanoma assoclat. 299.1375 595 80.80392 

arachidonale 5-«poxygenase-ad 100.0016 687 203.2911 

ATPase; H*lransporting;lysosoi 6063.171 16500 6160.831 

Clq and tumor necrosis factor re 180.2978 350 154.1441 

CCchemoklneCCL28 250.0021 1830 753.2866 

endothetini 866.4561 1810 403.431 

GR01 oncogene (melanoma gra 933.2938 4770 1006.711 

6TP-binding protein 653.8575 2760 542.7528 

hypotheUcal protein FU23360 151.2029 296 130.3196 

integrin: beta 6 540.0362 1180 233.0055 

Interferon regulatory fador 2 252.3603 472 255.7047 

Interferon: alphaHndudbleproteii 117.3152 766 218.2471 

inteiferon^lmulated protein; 15 302.3796 983 326.6346 



1.92E-01 
3.80E-01 
'129E-01 



-7.52E-01 
7.36E-01 



2637.676 2.31 E+00 -6^7E-01 
5161.464 1.49E-«^00 g.36E^1 
477.0123 1.34E+00 
711.8924 1.67E+00 
4122115 1.01E+00 
1085.931 1.10E400 5.67E-01 
2269^1 2.56E+O0 6.84E-01 
692.2327 1.34E+O0 
299.7237 120E+00 
1505.471 1.14E+00 «6.65E-01 
2389.488 2.05E+O0 2.60E-O1 
1411.839 1.36E+O0 9.79E-02 
399.8267 3.01 EKN) 5.14E-01 
318.7836 1.61E+00 423E-01 
561.6388 1.33E+00 1.97E^1 
2139.448 2.00E+00 -9.87E-02 
812.6378 i01E+00 6.41E-01 
261.0679 127E+00 2.10E-01 
261.3841 9.92E-01 6.35E-02 
283.8702 1.28E+00 -4.53E-01 
545.0622 1.57E+00 ^.61E-01 
3082.818 1.55E+00 -8.e4E-01 
462.1583 1.07E+00 2.14E-01 
262.6222 1.12E+00 4.88E-01 
328J24B1 1.13E+00 3.37E-01 
216.4274 1.11E+00 9.72E-02 
261.7132 1.12E+00 -2.90E-01 
319.1224 2.13E+00 -4.25E-01 
232.2937 1.59E+00 1.79E-01 
6872575 120E+00 a.97E-03 
262.0713 1.38E^00 .5.65E.01 
3842402 9.47E-01 -7.35E-01 
2599.05 2.48E+O0 2.57E-01 
44205.77 2.03E-K)0 8.83E-01 
316.5457 1.63£-K)0 4.03E-01 
619.3701 1.14E+O0 2.13E^1 
510.1038 1.16E+00 -358E-01 
357.6132 1.77E+00 1.77E-01 
435.6746 1.24E+00 -5.09&01 
267.156 9.93E-01 3.03E-O1 
486.849 1.01E+00 9.38E-02 
11793.09 2.04E+00 4.29E-01 
237.1908 1-35E+00 126E^1 
553.0005 2.87E+00 5.58E-01 
901.8229 326E+00 -3.05E-01 
226.0168 I.IIE^O -2.58E-01 
1176.046 2.40E-KX) •S.OSE-OI 
483.9569 1.S3E+00 7.25E-01 
245.5263 1.02E+00 3.13E-01 
1680.942 3.59E-K)0 8.53E>01 
664.6951 1.17E+00 3.15E-01 
738.014 2.49E-K)0 8.66E-01 
361J772 1.09E+00 
968.9954 1.87e*^00 
603.8101 1.76E+00 1.gOE-01 
5256.861 3.40E-H}0 2.83E-01 
3939.09 2.81 E+00 7.51 E-Ol 
8573.074 2.49E+CO 2.29E-01 
768.6158 1.55E+00 -1.70E-01 
4710.469 528E-K)0 7.9BE^1 
280.9819 1.64E+0O 2.94E-01 
14717.63 6.66E+00 223E+00 
5109251 6.29E'K)0 1.63E-K)0 
1215.165 2.74E+00 1.37E+00 
1568.848 3.21 E+00 1.20E+00 
3016.993 2.42E+00 1.12E+00 
3133.301 4.91E-HJ0 1.52E+00 
22333.48 7.30E+00 2.77E+00 
3637.823 5.54E+00 1.52E+O0 
400.4602 -1.19E400 9.15E-01 
3354.494 -3.51E-03 1.20E+00 
324.9781 "1.89E+00 9.92E-01 
330.0345 1.02E+00 2.78E+00 
9572.914 2.31E^2 1.44E+00 
228.0109 -2.26E-01 9.55E-01 
948.0274 1.61 E+00 2.87E+O0 
1026.992 -1.10E+00 I.OBE-t^OO 
2236.622 1.09E-01 2.35E^0 
1318.381 -2.68E-01 2.08E+00 
192.6442 •2.14E-01 9.71E-01 
650.9277 -1.21 E+00 1.13E+00 
326.8164 1.90E-02 9.04E-O1 
3672688 e.96E-01 2.71 E+00 
537.4035 1.11E-01 1.70E+00 
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7 Equal A/mt; Up tslels 
7 Equal A/Int: Up Islets 
7 Equal Aflnt; Up Islets 
7 Equal A/lnU Up islets 
7 Equal A/Int; Up Islets 
7 Equal A/int; Up Islets 
7 Equal A/Int; Up Islets 
7 Equal A/tnt; Up Islets 
7 Equal A/Int; Up Islets 
7 Equal AHnl; Up Islets 
7 Equal A/ln»; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal AAnt: Up Islets 
7 Equal A/lnt: Up Islets 
7 EtiualAAnt: Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal Annt; Up Islets 
7 Equal A/lnt: Up Islets 
7 Equal Mint: Up Islets 
7 Equal AAnl; Up Islets 
7 Equal A/tnt; Up Islets 
7 Equal MnV, Up Islets 
7 Equal Aflnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal AAnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal Annt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt: Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal Artnt; Up Islets 
7 Equal Wlnl; Up Islets 
7 Equal A/lnU Up Islets 
7 Equal AAnt; Up Islets 
7 Equal AAnl: Up Islets 
7 Equal A/lnl; Up Islets 
7 Equal A/Int; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnl; Up Islets 
7 Equal A/int: Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal Annt: Up Islets 
7 Equal A/lnt; Up tstets 
7 Equal A/tnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal Artnt; Up Islets 
7 Equal A/Int; Up Islets 
7 Equal Aflnt; Up Islets 
7 Equal A/lnt: Up Islets 
7 Equal A/int: Up Islets 
7 Equal A/mt; Up Islets 
7 Equal A/tnt; Up Islets 
7 Equal A/int; Up (slets 
7 Equal Aflnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/lnt; Up Islets 
7 Equal A/tnt; Up islets 
9 Increasing A/tnt/l 
9 Increasing MnW 
9 Increasing A/lnt/l 
9 Increasing A/lnt/l 
9 Inaeasing A/lnt/l 
9 Increasing A/lnl/l 
9 increasing A/lnt/l 
9 Increasing A/inl/i 
19 lnt>(A;l) 
19 lnl>(A;t) 
19 lnt>(A;l) 
19 lnt>(A:l) 
19 tnt> (A;I) 
19 lnt>(A:l) 
19 lnt> (A:l} 
19 lnl> (A:!) 
19 Int> (A;l) 
19 Int?" (A;l) 
19 lnl> (A;l) 
19 lnt> (A;I) 
19 lnl>(A;i) 
19 lnt> (A;I) 
19 lnl>(A;l) 
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G15ef5 


P58294 
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P23471 


A06ef6 
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DlOefS 


P10826 


I08gh6 


OSoroo 


I24ef3 


P02778 


OtOef7 


P80162 


F14cd1 


P43005 


N23ef5 


P01375 


009ef6 


Q16890 


604od2 


Qm949 


KllghS 


U9H4G4 


O06gh5 


Q14O40 


BISefl 


P12110 


B17ef1 


P02751 


Kl5€f1 


PI 4652 


N23ab6 


P08476 


D15ef7 


PI 7936 


D07ab6 




P18ab6 


P03956 


N0S6f7 


P39900 




P55001 




UsNYKU 


O07gh7 


043623 


^6ef4 


P09936 


i13cd4 


Q02952 


J1l3b2 


Q99S41 


I198b2 


P542B4 


N17ab3 


Q13269 


G14ab5 


Q9NPF2 


M02ef4 




F12oh7 




L23gh5 


P42771 


D17ef5 


Q14650 


J20ef4 


Q96IK6 


F14^i6 


PI 2034 


O05ef7 


Q93079 


McUyflD 


Q9P016 


A10ef8 






Q9BY45 


024gh8 


P08397 


G18ab6 


Q9BUV0 


M06gh4 


Q9H9A2 


N22gh6 


Q9NUV6 


P09gh3 


Q9NXF7 


C20gh2 


Q9H6V0 


MOSghS 


Q9BUW5 


K21gh6 


Q9H765 


I15gh6 


Q14157 


N23gh1 


Q9Y2D8 


A07ef8 


Q9H6Z3 


E249h5 


Q9974S 


J24abe 


Q9NVD7 


011gh3 


04317S 


H24cd6 


Q9Y253 


E24cd1 


P2415B 


MOSefS 


Q9UBK7 


M21ef3 



Interfeukin 12 receptor; beta 1 1227^7 
matrix metaUoproleinase 7 (malrt 9598.545 
natriureUc pepude precursor B 4340 J21 4 
neurofibrorren 1 (neurofibromata 132.483 
pro-platelet ba^c protein (includi 33.98656 
SBBi26 protein 121.5886 
serine (or cysteine) proteinase In 232.6336 
serum amyloid A1 496^78 
tetraspan 1 321.68B8 
turrar necrosis factor (ligand) sut 536.7773 
tumor necrosis factor; alj^a-indu 366.7502 
type I Intermediate filament cytok 848.9829 
ubIqulUn C 155.6735 
vanin 1 309.1556 
zinc Imger protein 261 199.6246 
amptilregulln (schwannoina*derK 103.1419 
B aggressive lymphoma gene 126.3951 
diemcklne (C-X-C motiO: receptc 64.37115 
collagen: type tV: alpha 5 (Alport 53.50943 
F-box only protein 2 87.59822 
glutan^yt-peptide cydotransfers 89.90252 
H2Atii5tone family: merriber I 65.46028 
immunoglobulin heavy constant r 101.245 
Insulin promoter fector1;homeot 74.60504 
interferonHnduced protein 44 99JJ7101 
Interteukin 1 : alpha 1 03.386 

Interteukin 1 : beta 1 1 6.7675 

NDRQ temily member 4 102.1328 
ptatdet-adivating factor receptof 97.431 21 
prokineiidn 1 precursor 79.98286 
protein tyrosine phosphatase; ret 65.55935 
RAB10; member RAS oncogene 123.2003 
relinoic add receptor, beta 67.98671 
RNAhelicase 112.9365 
small indudble cytokine subfarril 65.03395 
small indudble cytokine subfarril 54.00821 
sdute carrier fanmly 1 (neuronal/i 99.30514 
tumor neaosis fador (TNF supei 138.6153 
tumor protein D52^ilce 1 103.5477 
WW45 protein 111JB812 
17kO fetal brain protein 88.61746 
[loliagen; type VI: alpha 1 36.27203 
collagen: type Vl; alpha 2 86.00282 
fibronectin 1 4.441362 
homeoboxB2 62.71629 
inhibln; beta A (adivin A; adivin 64 .38161 
InsuTin^e growth bctor binding 38.22268 
lysylo}ddase^e2 75.91549 
matrix metalloprotelnase 1 (inlen 106.2193 
matrix metalloprotetnase 1 2 (mac 1 8.2367 
nriicrofibrillar-assodated protein 4 99.33548 
SH3-do»TOin kinase binding protf 34.69271 
snail homolog 2 (Drosophila) 96.88079 
ubiquitin carboxyl-termlnal estere 48.30052 
A kinase (PRKA) anchor protein 1 03.9756 
adipose differentiation-related pr* 67.38509 
caldum channel; voltage-depend 106.3246 
cAMP responsive element bindin 100.6639 
chondrdtin 4-sulfotransferase 133.8375 
chromosome 20 open reading fre 98.71521 
C0P9 corisUtutive photomorj*05 86.57682 
cydln-dependent kinase Inhibiloi 43.35217 
cytoplasmic FMR1 interacting pn 132.5759 
DKFZP434C245 protein 145.227 
fibroblast growth fador 5 60.2377 
H2B histone fam^y; member J 1 44.6906 
HSPC144 protein 123.4601 
HT021 116.3605 
HTPAP protein 78.49388 
hydroxymethytbllane synthase 139.0857 
hypothetical protein dJ465N24.2. 68.40543 
hypothetical protein DKFZp762U 62.54725 
hypothetlcai protein FL J1 1 1 13 87.4371 3 
hypotheUcal protein FIJ2O280 66.49705 
hypolheUcai protein FU21 839 116.3704 
hypothetical protein MGC4707 80.31127 
hypotheUcal protein MGC5540 106.3949 
KIAA0144 gene product 95.13957 
KIAA0923 protein 84.1225 
kinesin family member 13A 111.6382 
neurturtn 123.7486 
parvin; alpha 82.67948 
phosphogiycerate dehydrogenas 98.81456 
poiymerasa (DMA direded): eta 108.2715 
proteinase 3 (serine proteinase:! 87.66238 
RAB:meit4>ero*RAS oncogene 110.9871 
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1333.521 


8218.994 


1.20&01 


4.17E+00 


19 lnl>(A:l) 


87300 


19849.69 


38905.32 


1.05E+00 


3.18E+00 


19 lnt>(A:l} 


12900 


1260.906 


6171.5 


.1.78E+00 


137E+00 


19 tnt> (A:l) 


292 


155.0822 


193.3208 


2.27E-01 


1.14E+00 


19 int> (A;l) 


1400 


265.2119 


567.1992 


2.96E+00 


5.37 E+00 


19 lnt> (A;l) 


1080 


238.6624 


479.5908 


9.74E-01 


3.15E+00 


19 tnt> (A;!) 


3890 


326.2581 


1483.169 


4.68E-4>1 


4.06E-K}0 


19 )nt> (A;l) 


17400 


957.6141 


6295.724 


9.46E-01 


5.13E-»C0 


19 lnt>(A;l) 


843 


177.6479 


447.5729 .B.58&01 


1.39E400 


19 lnt>(A:l} 


1550 


476J2305 




•1,73E-01 


1.53E+00 


19 lnt>(A;l) 


1260 


326.6536 


650.563 


-1.67E-01 


1.78E+00 


19 lnt> (A;I) 


4200 


401.4054 


1618.162 


•1 .OofcrKJO 


231 E+00 


19 tnt> (A;i) 


892 


62.04595 




-i.3ot+U0 


2.52E+00 


19 trtt> (A;0 


1840 


510.7208 


ck>/ .U34o 


7.24 E-01 


2,57EKI0 


19 lnt> (A;l) 


1040 


247.9161 


490«3000 


3.13E-01 


238E+00 


19 lnt>(A:l) 


405 


65.66067 


191.2981 


•6.52E-01 


137E+00 


IB Off A/l*On Iftt 


211 


84.56927 


140.6098 


•5.60E-01 


7.42E-01 


16 Off A/I' On Inl 

19 vll rVI^ wll llll 


260 


120.2328 


148.3131 


9.01 E-01 


2,02E+O0 


18 Off A/t; On tnt 


374 


141.1609 


189.6904 


1 .40E+00 


231 E+00 


18 Off A/I' On Inl 


217 


120.3781 


141.6466 


439E-01 


131 E+00 


1fi Off A/1- On Inl 

IV /Vl^ vil ICII 


195 


113 0683 


132.7502 


3.31 E-01 


1.12E+00 


1 R nff A/I- nn Int 
1 V ivtf \jn Mil 


263 


126.684 


151.868 


9.52E-01 


2,01 E+00 


IR nir A/I- nn Inf 
lo VII /VI, \jn ini 


176 


102.5687 


126.7136 


1.87E-02 


8.00E-01 


18 Off A/t! On Inl 
lo \ju /vi« VII 11 11 


351 


86.42558 


170.7555 


2.12E-01 


2.24 E+00 


IB Off A/I- On Inl 
lo vni fvip \Jii lilt 


286 


98.28057 


161J017 


-1.45E-02 


1.53E+00 


IB Off /l/l* On Inl 

to /VI, \Jt1 till 
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181.5566 


-6,34E-01 


1.86E+00 


in r>fr ah- rtn ini 
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216.8707 


2.756-02 




to \jn /vl, \/n ini 


348 


101 569 
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IB Off All- fin tn* 

19 \jh #vit un im 
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152.9437 


7.82E-01 


139c+00 


m rwr am* fwi ini 
lo \Ju /VI, un ini 


346 




175.0253 


1.30E-01 




4n OCT Ail- (Vt Int 

lo mi /VI, un mi 


399 


68.13944 


196.7342 


-8.54E'^)1 




IP Off A/|. An Int 

lo \Jii fvti un int 


241 


120 9469 


143.3844 


8.31 E-01 


1.B3E+00 


4fi f\ff Alt* r^rt Inl 

1 o Un /vl, un mi 


241 




147.8829 


-3.3eE-01 


l.lOc+vU 


4 0 r\tt Alt' /*tn tr\t 

to un /VI, un Inl 


418 


PC nofli o 


189.6022 


4.05E-01 




4D f\ff Ail. /\m Int 

JO uiT PJK un ini 




4 OQ OC'SQ 

1 &9.^0Ja 


164.6594 


1.26E+00 


232E+00 


4a rsit Ail. int 

lo Un /vi; un mi 
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133.1698 


1.58E-01 




<t O ntf AH- Inl 

IB unA/i;un iru 


388 


75.13436 


200.0604 


-8.84E-41 


1.48C+0U 


lo Oil A/I; On ml 


191 


9D.U1DDZ 


130365 


.7.92E-02 


8.64E-01 


18 On A/t; On ml 


218 


79.54574 


136.5769 


-432E-01 


9.64E-01 


4 0 Ait. ^n ImI 

18 Off/vi; on Int 
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281.2148 


2.59E+00 


l.JJc+00 


8 Off Adnan Increasing Int/l 
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6.95E+00 


2.45E+00 


8 Off Adnar; Incre^ng tnt/l 
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1362.487 


5.45E+00 


8,97E-01 


8 Off Adnar; Increasing Inl/I 




4171 603 


1442.812 


938E+00 


O,l0t+OU 


8 Off Adnar; Increasing tnt/l 


291 




1308.575 


5.83E+00 


fc+vU 


9 Of! Adnan Increasing !nt/l 
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3.73E+00 


2.30E+00 


8 Off Adnar; Increasing Int/l 




1302 669 


563.1937 


5.09E+00 
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o un Acinar; increasing int/i 


260 


2525.644 


953.7036 


5.06C4OO 


1.77E+00 


a \Mi Acmar, increasing vtui 
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299.8442 


2.47E+00 


9.35E'01 
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381 
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5.06E+00 
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o Uu Acinar: increasing iniri 
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296.0285 


4.24E+00 




8 Off Acinar; Increasing lnl/1 
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4.97E+00 




8 Off Acinar', Increaslrtg Int/l 
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596.7714 


4.98E+00 




8 Off Actnai; Increasing Irtl/I 
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229.1446 
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1.14E+00 


1. 81 E+00 


Uii Aanar, un mi^ 


182 


146.1347 


132.005 


1.12E400 


1.44E+00 


A nrr Atinar <\n Inlsl 

^ \Jtt rWHIOl, Vll im^l 


227 


254.9833 


195385 


1.26E+00 


1.09E+00 


A OfF AHnar- On Int— 1 

*t mi Acinar; v/n irH=i 


193 


217.7521 


170.529 


1.11E+00 


3.«tUC-Vl 


A OfP AWnai^ On Int—I 


192 


303.01 


209.7612 


1.18E+O0 


5.24E-01 


A CM Arinar On Infsl 


179 


208.0134 


161.8637 


1 .08E+00 


8 56E-01 


A Off Afitw On Int— 1 
-» vll /\wiioi, v^ii nil— 1 


115 




128.7341 


1.09E+00 




A Oft AWnor- On Int si 


471 


355.7426 


290.1928 


3.04E+00 




A Of! Ai^nar* On Int— 1 


272 


321 .6348 


242.2271 


1.28E+00 


1.04E+00 


A Off Arinar An IntsI 
1 \yii /^wiiiai, v/ii un— i 


104 


91.06477 


113.265 


-6.73e-01 


•4.69E-01 


A Off Ai^nar On Inlsl 
•» \/ll /u.lllal| \Jn i»ll*l 


259 


317.6018 


212.2747 


2.40E+00 


2.10E+00 


4 Off Adnar On tntsil 

*f wll /M#iii4Jf 1 Wil llll— 1 


428 


271 .2963 


2813281 


9.07E.01 




A Off A/4n9r* On Inl— 1 
\Jn fVHtiai, *-»n nil— 1 


348 


399.4935 


290.4476 


1.69E-K)0 


1 50E+00 


A Off Artnar On Inl-I 
t v/ti />uiiar, v/n Mil— 1 


276 


-TAQ CTQO 


233.835 


1.41E+00 


1.24 E+00 


A Off A^mar- On int— 1 


109 


177.2043 


121.5622 


1.t7E+00 


4.74E-01 


4 Off Adnar; On lnt=l 


188 


260.8417 


196.1361 


9.07E-01 


4.38E-01 


4 Off Acinar. On lnt>l 


152 


167.5592 


129.3473 


1.29e+00 


1.15E+00 


4 Off Acinar; On Int^l 


110 


169.5379 


120.7311 


1.04E^0 


4.16E-01 


4 Oir Acinar; On tnt^ 


178 


136.6771 


134.1021 


6.44E-01 


1.03E+00 


4 Off Adnar, On Inl^M 


143 


170,7367 


126.7851 


1.36E+O0 


1.11 E+00 


4 Off Acinar; On Int^^l 


258 


323.3964 


232.5844 


1.47E+00 


1.15E+00 


4 Off Adnan On lnl=l 


170 


203.9516 


151.3887 


1.34E+00 


1.08E+00 


4 Off Adnar; On lnl=l 


220 


206.6405 


177.6046 


9.58E-01 


1.a5E+00 


4 Off Adnar; On lnt=i 


147 


147.7214 


129.9305 


6.35E-01 


6.27E-01 


4 Off Adnan On lnt=l 


237 


206.8269 


176.1358 


130E+00 


130E+00 


4 Off Adnar. On int=l 


206 


236.8822 


185378 


I.IOE^ 


B.6SE-01 


4OffAdnan0ntnh=l 


150 


246.4754 


173.2957 


9.94E-01 


2.74E-01 


4 Off Adnar; On lnt=t 


140 


230.66 


151.1753 


1.48E+00 


7.52E-01 


4 Off Adnar; On ^t^l 


119 


192.3326 


136.6151 


9.61 E-01 


2.64E-01 


4 Off Adnar; On Int^l 


101 


1573762 


122.2465 


5.44E-01 


-1.06E-01 


4 Off Adnar; On Int-I 


280 


1723525 


160.0275 


930E-01 


1.67E+00 


4 Off Adnar; On lnt=l 


189 


313.4316 


204.6267 


130E400 


7.72&01 


4 Off Acinar. On lnl=l 
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Q13635 K19cd7 RAB31; member RAS oncogene 76^6263 

Q9UIC2 LlOef2 RNB6 80.78879 

Q9NVQ7 K12gh3 SecSI aJpha form 2 82.6038 

075368 J08cd1 SH3 domain binding gtutante ad 9Z82513 

095863 N01cd2 snall homolog 1 (Drosophlla) 76.58448 

O9UL01 HOIcdS squanwus cell cardnoma antigef 86.70353 

Q16226 KOScde thioredoxin InleracUng proleln 111.1384 

P07S96 A11ef7 thrombospondJn 1 79.00174 

099081 FlOefS IranscrtpUon fader 12 (HTF4; he 112^4 

L06ef7 tubiilinlyrostnetlgase-like 1 73.12345 

Hieef6 v-ets eiythroblastosts vims E26 c 149.9259 

D04efB weakly similar to gtutaOiione pert 6935111 

Ml 8gh5 xytos^lransferase 11 81 B77 1 5 

K07ab2 adenosine kinase 891.6698 

A223b2 aldehyde dehydrogenase 3 famil 1955.203 

K)eab2 annexinAII 4888.71 

I14ab2 annexinA3 9711.235 

L22ab2 ATPase;Na+/K-i- transporting: be 3965.733 

M07ab3 B^actor; propenfin 2984.309 

E10gh6 calponin Ske transmembrane dor 480.5263 

M17ab3 cardncembfyonicantigen-felalec 984.7628 

P07ab5 cathepsin S 857.9751 

J13ef7 C09 anUgen (p24) 201 1 .%6 

lyiigghS diemoklne{OX-CmoUr)H9and1 550.7961 

621at»4 daijdin4 1919.128 

M06db4 creaUne kinase: brain 373.81 1 9 

E20er4 CS tjox-containlng WD protein 596.6B91 

D09ab5 deaih^ssodaled protein kinase 1325.243 

D17cd6 diubiquiUn 

C23ef8 DKFZP564K247 proleln 

M22ab5 dual spedSdty phosphatase 1 

B21ab4. dual spedfidty phosphatase 5 

HlOefl dynadin 4 (p62) 

E13gh5 edonudeotWe pyrophosphatasa 233.9728 

A06ef5 epidennal growth factor receptor 263.2516 

J02cd5 epithelial protein upKcgulated In 13324.19 

M09ab6 glutathione S-transferase M2 (nn 1020.341 

L06ah3 glulalhtone S-transferase M4 333J2767 

A18ab7 HIV-1 Rev binding protein 439.4544 

D09gh2 hypothetical protein FU20607 1062.388 

L12gh7 hypothetical protein HT036 

Aiggh6 hypotheUcal protein M6C3101 

I16ab6 integrln; beta 4 

022ef7 InlerieuWn 8 

G1 0ab7 islet cell auioantigen 1 (69kD) 

E14cd7 JM5 protein 

MZZellS junction plakoglobin 

N06er6 keraUn 18 

I06ab6 keratin 19 

N14ef6 keratin 7 

N16ef6 keratin 8 

i422ab6 kinesin family member 3C 

O05ab7 tadinin 1 

D13ab7 tipocalin 2 (oncogene 24p3) 

G02e13 mannosyl (aipha-1;3-)-glycoproU 1485.546 

D15gh6 metadothionein 1H 327.8489 

MIOcdS fritochondrialtibosomal protein I 441.6574 

H18ef2 M025 protein 860.3225 

H22ab7 mudn 1; transmembrane 2330.649 

H1 1 cd4 myelin transcription fador 2 2433.02 

M07ab7 myeloid dlfferenfiaUon primary re 1088.39 

H0Bcd4 natural killer cell transcript 4 49232.84 

012gh8 normal mucosa of esophagus spi 8605.554 

A1 6eri nuclear factor of kappa Ught poly 938.908 

P00491 Liaab? nudeoslde phosphorylase 620.4015 

P49763 O20ef7 placental growth factor; vascular 5604,053 

Q9Y342 A13ef2 plasmolipin 942.5595 

P43490 K04cd5 pre-B-cdl cdony-enhandng facti 2261.72 

099988 B23ef7 prostate differentiation fador 1470.061 

QgiUYI B05er3 protein kinase H1 1 1836.927 

Q9H1C7 OlOghS putative nudear protein 0RF1 -Pi 11454,74 

P51149 A2lef6 RAB7: member RAS oncogene ft 3422.13 

PS1151 J22cd4 RAB9A: member RAS oncogene 1882.687 

PI 5153 C17ef6 Fas-relaledC3botulinum toxin sL 383.0769 

P52566 llSefl Rho GDP dissodalioft inhibllor (( 986.1501 

P01011 I08ef7 serine (or cysteine) proteinase In 40450.89 
PO5120 »P07cf7 serine (or cysteine) proteinase In 24922.82 
014508 M13ef6 STAT induced STAT inhlbltor-2 1511.844 
Q9Y6N5 G13gh4 sulQde dehydrogenase like (yeas 823.7665 
000161 C23cd4 synaptosomaKassodated protein 1077.833 
P31431 F24cdl syndecan 4 (ampMglycan: lyudoi 2109.871 
015533 B16ef7 TAP binding protein (lapasin) 313.1585 
P17987 EllefS t-complex 1 495.6787 
014746 O20ef6 telomerase reverse transcriptase 264.8687 
P3040e C06ef1 transmembrane 4 superlamily mc 16658.44 
Q9HCN3 E07gh5 transmembrane protein 8 (five mi 947.6492 



P15036 

035337 

Q9H1B5 

P55263 

P51648 

P50995 

P12429 

P05026 

P00751 

Q9HA23 

01 61 70 

P25774 

P21926 

Q9H2A7 

014493 

P12277 

Q9NYS7 

P53355 

015205 

Q9UFZ2 

P28562 

Q16690 

Q9UJW0 

PO0S33 

013113 

P28161 

003013 

PS2S94 

Q9NWT9 

Q9BZR4 

Q9BW25 

P16144 

P10145 

005084 

Q9Y484 

P14923 

P0S783 

P08f727 

P08729 

P05787 

014782 

000515 

PB0188 

QgUQ53 

P80294 

075394 

09Y376 

P15g41 

Q16301 

099636 

P24001 

090002 



7363.301 
1325.797 
2077.188 
485.6475 
778.5079 



748.0681 
31S.469S 
490.7243 
6902.736 
600.5671 
1335.218 
1969.949 
17317.24 
4025258 
11605.48 
11031.01 
366.3528 
3562.632 
5234.435 



118 170.0352 121.5169 1.15E+00 6.30E-01 
171 194.395 148.7422 127E+00 1.08E+00 
143 162.0674 129.1434 9.72E-01 7J9E-01 
212 196.8753 167.1823 1.08E+00 1.19E+00 
134 157.9807 122.817 1.04E"K)0 a.06E^)1 
111 176.4557 124.5829 1.03E+00 3.S1&01 
454 5292322 364.6675 2.25E«00 2X)3E^O 
139 1632593 127.0819 1.0SE+00 8.15E-01 
181 256.0348 182.9347 1.19E+0O 6.86E^1 
245 253.9213 190.8311 1.80E400 1.75E-K)0 
114 63.55955 115.8531 -8.43&01 •3.94E-01 
164 284.3593 172.7489 2.03E+00 1.24E+00 
106 1742539 120.5878 1.09E+00 3.68E-01 
720 299.6337 637.198 -1.57E+00 -3.08E^1 
1390 507.3786 1284.046 -1.95E+00 -4.93E-01 
3870 1773.94 3511,843 .1.46E+00 -3.36E-01 
10800 1720.452 7424.351 .2.50E+00 I.SgE-OI 
5290 1976.367 3744.962 -1.00EH)0 4.16E-01 
2460 1178.473 2206.568 -1.34E-K)0 •2.B1E-01 
528 193.0456 400.5912 -1.32E+00 1J6E<I1 
1230 212.7712 8075766 -221E400 3.15E-01 
776 228.9093 620.9386 .1.91E-K)0 -1.45E-01 
3500 B33.332 2115.74 -127E+00 8.00E-01 
842 235.B205 576.1228 .1.46E+00 3.71E-01 
2480 799.5104 1732.749 -l^eE+OO 3,70E-01 
617 193.0681 394.4895 -9.53E-01 722E-01 
364 211.1821 397.3276 -1.50EiOO -6.35&01 
1260 558.9756 1048.618 -12SE«00 •7.03E-02 
14700 2196.358 8102.423 -1.75E+00 1.00E+00 
1060 313.5237 900.9109 -2.08E+00 -3.18E-01 
1680 754.9876 1502.864 -1 .46E+00 -3.09E^1 
305 155.0161 3152743 .1.65E+O0 ^.70E-01 
662 335.9831 592.1023 .121E+00 -2.34E-01 
378 183.3797 265.0097 -3.52E-01 6.91 £-01 
334 182.4044 259.7582 -529E-01 3.42E^1 
15500 2641.961 10494.6 •2.33EK)0 220E-01 
690 217.4433 642.7437 -223E+00 -5.63E-01 
465 210.8696 335.469 -6.60E-O1 4.81 E-01 
468 25Z805e 386.6697 -7.9aE-01 9.00E-O2 
757 368.3558 729.2943 -1 .53E+00 -4.89E-01 
844 160.1449 584.0643 -222E+00 1.74E-01 
409 150.4768 291.8079 -1.07E+00 3.76E-01 
672 157.31 440.0464 •1.64E*00 4.54E-01 
13300 1783.339 7330.666 -1.95E^ 9.47E-01 
588 209.1329 465.8994 -1.52E+00 -3.05E^2 
2010 938.9827 1429.625 -5.08E-01 5.93E-01 
2610 912,3081 1831.613 -1.11 E+00 4.07E-01 
12500 2308.177 10707.79 -2.91E+00 -4.70E-01 
2800 631.8404 2484.93 -2.67E+00 -525E-01 
11100 1888^8 8203.912 .2.62E+O0 ■6.19E-02 
7880 1894.024 6867.677 -2.70E+00 ^.86E-01 
652 242.2822 420.177 -5.97E-01 8.31 E-01 
2O40 8242377 2140.683 -2.11 E+00 .8.08E-01 
9070 654.0466 4989.308 -2.98E+O0 7.93E-01 
931 398.5069 938.2331 .1.90E+00 -6.75E-01 
366 208.8705 300.7815 -6.50E-01 1.57E'01 
646 213.7295 433.794 -1.05E+O0 5.49E-01 
1410 550.0258 939.6431 -6.45E-01 7.11 E-01 
1250 487.1995 1357.116 -226Et00 -B.9S&01 
2560 545.0513 1644.855 -2.16E+00 7.14E-02 
1110 413.4864 871.4196 -1.40E400 3.15E-02 
71300 13531.68 44684.13 .1.86E+00 5.34E-01 
17700 4423.686 1024228 .9,60E-01 1.04E+00 
1270 605,6118 937.0159 -6.33E.01 4.32E-01 
500 250.4586 523.7383 -1.71E+00 -7.13E-01 
12600 1723.953 6646258 -1.70E+00 1.17E+00 
983 3002833 742.036 -1.65E+C0 6.10E-02 
1730 651.3251 1546.408 -1 .80E*00 .3.90E-01 
2930 681.8854 1694.813 -1.1 1E+00 9.96E-01 
2080 544.441 1485.828 -1.75E+00 1.77E-01 
14800 3062.014 9771.26 -1.90E+00 3.69E-01 
5250 2267.107 3646.784 -5.94E-01 6.18E'0l 
1580 721.6194 1393.904 -1.38E+00 -2.55E-01 
418 213.0301 338.0922 -8.47E-01 126E-01 
788 352.0789 708.6027 •1.49E-K)0 .324E-01 
43700 10172.44 31439.89 -1.99E+00 1.11E-01 
38200 2879.818 21999.69 -3.11 E+00 6.16E-01 
1490 420.453 1139.68 .1.85E+00 -2 .42E-02 
871 284.0637 6593107 -1.54 E+00 7.99E-02 
1340 687.0432 1034.031 -6.50E^1 3.11E-01 
3080 887,6687 2026.067 -1.25E+00 5.46E-01 
424 162.3501 299.8834 -9.48E-01 4J8E-01 
298 157.6175 317.0491 -1.65E+00 -7J5E-01 
373 151.5845 262.9869 -8.05E-01 4-92E'01 
1740O 6051.147 13372.16 •1.46E+00 6.34E-02 
1010 462.0955 8062983 •1.04E+W 9.01E-02 



4 Off AdnanOntnt=l 
4 Off Adnar; On inl=l 
4 OffAdnanOnlnl^l 
4 Off Adnar: On lnt=l 
4 Off Adnar. On tnl=l 
4 OffAdnanOnlntsl 
4 OfrAdnanOnlnt=l 
4 Off Adnar, On lnl=l 
4 Off Acinar; On lnt=l 
4 Off Adnar; On !nt=l 
4 Off Adnar, On lnt=l 
4 Off Adnan On lnt=l 
4 Off Adnan On Inl^ 
15 OnA/lnl:Downl 
15 On A/tnt; Down I 
15 OnA/1nt;Down I 
15 On A/Int: Down i 
15 ^ A/lnt;Downl 
15 OnAmil:Downl 
ISOnA/lnUDownl 
IS On A/Int: Down I 
15 On A/lnt; Down 1 
15 On A/Inl; Down I 
15 On A/lnt; Down I 
15 On A/tnt; Down I 
15 On A/lnt; Down! 
15 OnAnnt;Downl 
15 On A/tnt; Down! 
15 On A/Ini; Down I 
15 On A/lnt; Down I 
15 On A/lnt; Down I 
15 On A/lnl;Downl 
15 OnAnnt;Down I 
15 On A/lnt; [}own t 
15 0nAAnt:Downl 
15 OnA/lnl;Oownl 
15 On A/lnt; Down I 
15 On A/lnt; Down I 
15 On A/lnt; Down I 
15 On A/lnt; Down I 
15 On A/lnl; Down I 
15 On A/lnt; Down 1 
15 On A/lnl; Down 1 
15 On /V/Int; Down I 
15 On A/lnt; Down I 
15 On A/lnt; Down 1 
15 On A/lnl; Down I 
15 OnA/lnUOownl 
15 On A/lnb. Down I 
15 On A/lnt: Down I 
15 On A/lnt; Down I 
IS On A/lnl; Down 1 
15 On A/int;Oown I 
15 On A/lnt; Down t 
15 On A/lnl; Down I 
15 On A/lni;Downl 
15 On A/Int; Down I 
15 OnAAnt;Downl 
15 OnA/intiDownl 
15 On A/lnl; Down I 
15 On/k/tnt; Down I 
15 On A/lnt; Down I 
15 On A/tnt; Down I 
15 On A/lnt; Down I 
15 On A/lnl; Down I 
15 On A/tnt; Down I 
15 ORAnnt:Dopwni 
15 On A/lnt; Down I 
15 On A/lnt; Down I 
15 On A/Int; Down I 
15 On fiJU: Down I 
15 On A/lnl; Down I 
15 On A/tnt; Down I 
15 On A/mi; Down I 
15 OnAAit;Downl 
IS On A/tnt: Down I 
15 On A/lnt; Down! 
1 5 On /V/lnt; Down I 
15 On /V/lnl; Down I 
15 On A/lnt; Down I 
15 On /V/Int; Down I 
15 On A/lnt; Down I 
tS OnAnnt:Downl 
15 0nAnnt;Downl 
15 OnA/lnt;Downt 
15 0nAAnt;Downt 
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016149 


BIScdl 


Q9Y2A9 


C22er3 


060625 


N10cd3 


P07948 


A21ab7 


Q9P2N4 


M10gh4 


P47895 


C04ab2 


P04233 


G09ef1 


Q9NZ3t 


L12gh4 


096002 


G07cdS 


094907 


J15gh6 


Q92796 


KOGefS 


Q13115 


017ab4 


P29317 


F02ef5 


P29323 


DIOelS 


Q9UKF9 


H10cd7 


Q9NPD3 


P22gh2 


043524 


G12ab4 


P2t217 


M16ab3 


075305 


D24ef2 


075712 


A03e^^ 


Q92908 


D12ab4 


095210 


P05ccI4 


095395 


K21cd5 


P48S06 


F22ab5 


0911198 


FOSefB 


Q9H6Dd 


Dt8gh5 


P05362 


(02ab6 


Q07627 






DIOghS 


075071 


FISghl 




Q22efd 


043896 


H10cd6 


01 3887 


LOSabS 


000312 


D22cd3 


015264 


H07ab8 


OQt IMA A 




P21 397 




P55196 


N07ab7 


Q12965 


t24ab7 




O10gh7 




D20gh6 




O06gh4 


P23511 


MISabd 


Q99G50 


D14cd4 


Drtiinac 


016ef7 




N06cd2 


PI 0586 


E1l£f6 


095200 


N22ab8 


Q9NVX8 


P17ef3 


Q15418 




Q15434 


F10ab6 


01 5437 


V,/ lUCUO 


060679 


D15ef5 


Q12B90 


N06ef5 


01 2971 


l.03cd6 


P70556 


M(K!cd2 


075751 


F14ef4 




D08cd4 


Q9Y5X1 


D10ef2 


P08842 


D19ab3 


0437Q) 


G09cd5 


075674 


N15cd5 


P01135 


K04ef7 


09NT70 


K139h3 


060856 




Q9NZ42 


N18gh4 




E14cd4 


013015 


H11ab2 


P04083 


I06ab2 


050592 


814ab2 


Q07814 


E04ef6 


Q14201 


E17cd7 


Q9NR0O 


J21gtv4 


Q9BUW7 


K19gh6 


095401 


N04cd4 


Q00535 


B09ef5 


P21741 


E17ab7 


Q9Y291 


J15ef2 


075376 


E17cd6 


P03973 


NIOcdl 


015427 


F06cd4 


P16949 


D11ab7 


Q9NZ86 


J08gb3 


000748 


H07cd4 


Q13630 


M01cd3 


P00505 


C143b6 



transporter 1;ATP-blndlngcasse 662.1561 
UDP-GlcNAc:bebGalbela-1:3-N 774.5506 
veslde-assodated nien*rane pn 2480.888 
v-yes-1 Yamaguchi sarcoma vira 512.646 
a dlslntegriivlike and metalloprol 159.7274 
aldehyde dehydrogenase 1 famtt 1247.008 
CD74 antigen (Invariant pot^epi 229.4566 
chromosome 20 open reading fFS 345.4771 
chromosome X open reading rrar 401 .521 
dickkopf homoiog 1 (Xenopus lac 150.3215 
discs: large (DrosophBa) homolo; 161 .5561 
dual spedfidty phosphatase 4 533.54 1 5 
EphA2 267.722 
EphB2 269.1596 
ets homotogous factor 603.0262 
exosome component Rrp41 273.527 
fOf1(headbox03A 262.2734 
rucosyttransferase 3 (galactoslde 189.3354 
G protein-coupled receptor; famll 621.7284 
gap junction protein; beta 3; 31kl 235.3139 
GATA binding prolein 6 293.1 1 7 

genethonin 1 331.9855 
g!uccsaminyi (N-acetyt) transfers 297.4236 
glutamate-<^te{neli3ase:calaly 299.1944 
hqp0256 protein 357.587 
hypothetical protein FtJ22362 542.6184 
Intercetlular adhesion motecute 1 411.0131 
keratin assodaied protein 1 .1 288.3566 
keraUn assodaied protein 4.10 493.4934 
KIAA0494 gene produd 240.2512 
KtAAIlOO protein 224.7248 
kinesin family member 1C 159.6982 
Kmppel-Oke factor 5 (Intestinal) 494.1259 
MAP klnase^nteractlng serlne/lhi 147.9629 
rrnlogen-adivated protein Idr^ase 213.7425 
rntogen-acdvaled protein kinase 26B.8101 
monoamine oxidase A 427.3495 
nfvelold/lymphddormtxed-linea( 164.9238 
myosin IE 21^4935 
MAG14 protein 417.9837 
neural precursor cell expressed; 361 .6431 
non-kinase Cdc42 effector prolel 194.8075 
nudear Iranscnptlon factor Y; alp 239.2485 
oncostalln M receptor 337. 1614 

plalelet-derived growth factor alp 441.7554 
pregnancy spedflcbeta-l-giycop 149.7737 
protein tyrosine phosphatase: ret 466.2876 
relinoic add receptor responden 4372899 
reu) GTPase activating protein 8 425.2848 
ribosomat protein S6 kinase: 90k 299.528 
RNA binding motif: single strandi 454.6438 
Sec23 homotog B (S. cerevisiae) 281.2005 
serunvtndudble kinase 202.0368 
SFRS protein kinase t 350.4057 
sialyttransferase 247.3141 
smalilndudble cytokine subf^ 308.0437 
solute carrier family 22 (extraneu 164.6419 
solute carrier famity 7 (cationic at 201 .657 
sorting nexin 9 219.1839 
steroid sulfatase (microsomal); a 436.4255 
synaptogyrin 2 391.0545 
target of mybl -like 1 (chicken) 276.5234 
transf(»ming growth factor: alpha 215.9023 
transmennbrane protein vezaHn 365.9385 
UDP gtycosyitrartsferase 1 farnlly 546.3937 
uncharacterized hematopotefic si 196.9377 
zinc finger protein 216 314.9706 
ALU-fused gene from chromoso 329.6061 
annexinAI 1114.486 
ArgWbl-interading protein ArgBF 1 576.1 1 4 
BCt^-assodaled X protein 430.8903 
BTG family: member 3 1 97.6608 

chromosome 6 open reading frar 2766,931 
chromosome 9 open reading frar 228.4878 
cofactor required lor Spl transcri 186.3494 
cydin-dependent Idnase 5 269.7495 
midHine (neurile growth-promoUn 2991.463 
mllochondrtal ribosomal protein ! 177.4669 
nudear receptor co«repressor 1 375.3679 
secretory leukocyte protease InM 592.855 
solute canfer family 1 6 (monocar 226.58 
stathmn 1/oncoprotein 18 728.2643 
uncharaderized bone marrow pn 311.3754 
carboxyleslerase 2 (Inlesline: livi 1080.553 
Ussuespedfk; transplantation an 622.3905 
gtutamicpaxaioaceaclransaniinai 494.0876 
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813.3307 -8.42E^)1 
454.8446 -2.33E+00 
1914.133 -2.09E+00 
375.1466 .1.59E+00 
153.1495 -1.13E+00 

1254.954 -3.09E+00 
163.6002 •1.40E+00 
285.9642 -1.33E+00 
302.4558 .1.62E+00 

145.044 -8.30E-01 
133.5184 -9.32E^1 
469.8392 -1.87E+00 
209.5143 -1.70E+00 
191.9946 .1.86E4O0 
430.6372 .2.66E+00 
207.9117 -2.46E+00 
177.9385 .1.35E*0O 
168.8097 .1.65E+00 
364.8596 -2.77E+00 
260.8655 -6.93E-01 
195.3976 -1.65E+00 
228.6851 -1.56E^ 
205.5863 •2.70E+00 

225J79 -1.15E+00 
266.8154 -1.74E+0O 
421.5312 .2.09E+00 
301.0074 -2.60E+00 
210.3957 -2.84E+00 
398.2261 -ZSSE+OO 
166.3595 -1.39E+00 
236.4102 -7.2eE-01 
134.4385 -1.12E^ 
322.6178 •2.34EH)0 
128.2701 -7.73E-01 
150.0667 -1.49E+O0 
195.0133 -1.89E+O0 
312.5207 -3.81 E+00 
137.1449 .1.07E+00 
203.3655 -8.01E^1 
300.2834 -2.27E+00 
299.9778 •2.25E+00 
213.1256 -7.34E-01 
199.2783 .8.54E-01 

237.114 -1.26E+00 
343.2015 -1.B3E+00 
145.8869 .fl.25E-01 
335.8682 •1.77E400 
275.0752 -2.59E«00 
337.8544 .1.96E+00 
246.2347 -1.93E+00 
'309.3377 -1.55E+00 
214.4633 -1.15E+00 
152.8498 -1.70E+00 
247.1823 .1.63E+00 
224.3379 -1.35E+00 
249.7105 -2.38E+00 
156.4431 -LSOE+OO 
172.4611 -1.85E-K)0 
189.2981 -1.01E+O0 

328.904 -1.68E-K)0 
249.1866 -1,73E+00 
205.2456 -2.35E-K)0 
145.3108 -1.86E^ 
298.7991 -1.50EtOO 
337J3961 ^.31E+00 
175.1842 -7.73E-01 
200.0768 -2-08E+00 
1272.138 2.41E+O0 
5883.767 2.90EK)0 
2304.427 3.56E-01 
797.9572 1,35E+00 
355.9496 1.08E^0 

4453.955 2.47E-01 
476.5334 1.27E+00 

390.063 1.65E+00 
392.629 6.80E-01 
9388.855 1.71 E+00 
290.8529 1.04E+00 
791.9381 9.54E-01 
2270.718 Z81E+00 
589.0175 1.78E*0O 
1781.654 1.45E+00 
597.7198 7.B6E-01 
517.9952 -2.09E+00 
388.1959 -1.28E+00 
369.988 -9.25E^1 



3.47E-01 
-829E-01 
1.10E-01 
-2.12E-01 
5.06E-01 
9.27E.01 
•3.96E-01 
1.18E-01 
-9.81 E-02 
4.14E^1 
-7.56E-02 
4.52E-01 
5.78E-02 
-2.11E-01 
-3.92E-02 
1.36E-01 
^.35E-01 
4.40E-01 
-7.03E-O1 
7.72E-01 
-5.55E-01 
•4.60E'01 
•1.21E-01 
-2.97E-01 
-8.96E-02 
1.32E.01 
4.56e-02 
6.93E-02 
2.93E-01 
-5.24E-01 
6.34E-01 
9.16&02 
-3.93E-01 
2.20E-02 
-4.17E-01 
-1.41E-01 
1.67E-01 
2.56E-02 
3.75E-0t 
-7.79E-02 
3.56E-01 
7.49E-01 
-8.06E-02 
-5.33E-01 
6.B9E-02 
4.41 E-01 
.2.05E-01 
^.72E-01 
1.72E^1 
2.68E-01 
-4.70E-01 
-2.58E-01 
-5.53E-02 
-3.33E-01 
4.11E-01 
■3.10E-01 
5.31E-01 
3.66E-01 
1.30E-01 
.7.62E-02 
-7.14E-01 
4.30E-O2 
.4.29E-01 
133E-01 
-3.18E-01 
1.15E-01 
-5.B0E-01 
2.40E+O0 
2.e9E-K)0 
1.O7E+C0 
1.00E-K)0 
1.19e+00 
1.40E+00 
1.51 E+00 
1.08E+00 
8.19E-01 
2.36E+00 
8.93E-01 
1.76E+00 
1.80E+00 
1.72E+00 
1.e5E+00 
t.60E+00 
.2.30E+00 
.1.12E+00 
.4.75E^1 



15 OnA/lnt;Downt 
15 On A/Int; Down I 
15 On A/Int; Down I 
15 OnAflnt:Oownl 
14 OnA/lnl;Offl 
14OnArtnt:0ffl 
14 OnA/muoffi 
14OnA/tnl:0frt 
14 OnAflnliOffl 
14 0nAflnl;0ffl 
14 OnA/hl;Off I 
14 On A/lnl; Off I 
14 OnAflnt;Offl 
14 On AM: Off! 
14 0nArtnt:Ofrt 

i4OnAnnt:0fri 

14 OnAnnl:Ofri 
14 OnA/lnUOffI 
14 OnArtnl;Offl 
14 OnAflnt;Ofri 
14 OnAAntcOfTI 
14 On A/Int: Off! 
14 0nAnnt;0fn 
14 OnA/int:Ofri 
14 (DnA/tnt:Offl 
14 On A/Int; Off I 
14 OnArtnt;Offl 
14 On A/lnl; Offl 
14 OnAflnt;Offl 
14 OnAflnt;Offl 
14 OnA/bt:Ofri 
14 On A/Int; Offl 
14 OnA/lnt;Ofn 
14 OnAAnt:Offl 
14 OnAflnl:Offl 
14 OnA/lnt:Off| 
14 OnAnnt:Offi 
14 OnAAntiOffl 
14 On A/Int: Offl 
14 OnAAit:Ofn 
14 0nArtnt:0«l 
14 On A/lnl: Off I 
14 OnA/tnl:Offl 
14 On A/lnl; Off I 
14 OnAflnt;Offl 
14 On A/lnt; Off I 
14 On A/Int; Off I 
14 OnAHnUOffl 
14 On A/Int; Offl 
14 On A/Int: Off! 
14 On A/Int; Off I 
14 On A/Int: Off I 
14 On A/Int; Off I 
14 OnAnnt:Offl 
14 OnAflnt:Offl 
14 On A/Int: Offl 
14 OnA/int:Offt 
14 OnAflnt:Offl 
14 On A/lnt; Offl 
14 OnAnnt:Offl 
14 OnAflnt;Offl 
14 OnAflnl;Offl 
14 On A/lnt; Offl 
14 On A/Int: Off I 
14 On A/lnl; Offl 
14 On A/lnt; Off I 
14 On /Vint; Off I 
6 On Acinar; Up lnt=l 
6 On Adnar. Up lnt=l 
6 On Adnar. Up Inl^l 
6 On Adnar; Up lnt=t 
6 0nAdnanUplnt=l 
6 OnAdnar.Uplnt=l 
6 On Acinar; Up lnt=l 
6 On /Vdnar: Up lnl=I 
6 On /Vdnar, Up lnl=I 
6 On Adnar, Up lnt=l 
6 On Aclnan Up lnt=l 
6 On Acinar; Up Int^l 
6 0nAdn3r;UpInl=l 
6 0nAdnar»Uplnt^ 
6 0nAdnar;Uptnt»l 
6 On Adnar; Up lnt»i 
20 Other 
20 Other 
20 Other 
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H08gh6 
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F16cd6 
021 ab3 
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G23cd2 
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D24gh1 
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H03cd7 
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Pieghl 



62l3b6 
K08ab7 
E053b7 
D16ab2 
C04gh2 
D21ef2 
I12ab7 
M02ef2 
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H07ef2 
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glycine afridInotfansferase(L-an 1737.906 
serine (or cysteine) pfoteinase In 461,3518 
chromodomain heflcase DNA bin 867.7631 
Ussue fador pathway Inhibitor 2 920.3007 
emopamll binding protein (sterol 897.4306 
polymerase (RNA) II (DNA direct 1 95.4282 
reUnoic acid Induced 1 4 177.983 
prostatic binding protein 634J25B6 
flightless I homolog (DrosophHa) 622.7072 
protease: serine: 23 1096.756 
eukaryoUc translation Initiation fa 731 .6826 
cul-lilce 1: CCAAT displacement l 222.2758 
hemochromatosis 205.1607 
aldo-keto reductase fairily 1: mei 4001.572 
histamine receptor H3 5263133 
protein tyrosine phosphatase; no 1360.729 
angiotensin receptor-Uke 1 620.7039 
FXYO domain-containing ion Irar 2174.215 
nudear distribution gene C home 745.3985 
bilh^ertln reductase B (Havin redi 877.8813 
uncharaclerized hematopoietic si 804.2103 
proleln phosphatase 1; regulator 251.1796 
PTD009 protein 738.5086 
rratogen-actJvated protein kinase 810.206 
signal transducer and activator o 892.6025 
strattfin 2941.197 
acelytserotoninO-methyltransfer. 2225.944 
solute carrier family 9 (sodium/h^ 1844.719 
6 protein-coupled receptor 27 1464.475 
programmed cell death 5 inlcrad 995.6375 
Uver-spedfic bHLH-Zip transcrlpl 825.7324 
hypothetical protein HSPC13a 397.5554 
Integral type t protein 526.2023 
similar to aspartate beta hydroxy 355.1305 
betake APP-deavIng enzyme 2 1469.687 
H2B hlstone family: member B 511 .589 
integrin cytoplasmic domaln-ass< 4483808 
G prolein-coupled receptor 6 2336.841 
hypolhellcal protein MGC3136 1761.627 
cakdum binding protein P22 1713.549 
polymerase (RNA) II (DNA direct 560.1066 
poly(A) binding protein: cytoplasi 1738385 
high density lipoprotein binding p 545.5844 
NADH dehydrogenase (ubiquinoi 1582.872 
microtubule-assodated protein 4 1217.396 
ADP-ribosylalion factor-like 3 508.3031 
hypothetical protein FU20254 51 5.6731 
hypoOietical protein HSPC177 838.9663 
LIM and senescent cell anligen-n 560.9674 
rrilochondrial ribosomat protein I 579.0083 
spectrin: alpha: non-erythrocytic 2261.592 
CGI-69 protein 2556.713 
spildng fador; arginine/serine<i( 718.1614 
dopamine receptor D2 814.5351 
proleasome (prosome: macropaij 1491.803 
SARI protein 752.6343 
regenerating Islet-derived 1 alphj 75644.12 
aUolaseA;firuclose-Wsphosphat 4534.199 
ATPase; H+ transporting: lysosoi 833.0193 
NAO(P)H dehydrogenase; qulnoi 537.0892 
eukaryotic translation initiation fa 1243.805 
wingless-type MMTV Integration 3589.752 
MpVI 7 transgene; murine homoV 990 .336 
aldo-keto redudase family 1 : mo 1 631 1 .31 
Wiskott-Aldrich syndrome proteir 1 1 6231 1 
stem ceil growth Jacton lymphoci 1346.693 
tyrosine 3-monooxygenase/tryptc 5187.766 
MUM2 protein 1596.032 
CCAAT/enbancer binding protetr 6064.068 
differenlialty expressed in hemati 1040732 
S100 caldum binding protein Al- 6955.642 
spermidine synthase 1644.266 
FXYD domain-containing ion trar 241 0.08 
tubuBnbeta-5 2252.623 
serine protease inhibllor; Kazal t! 67989.21 
heat shock 70kD protein 8 111 54.99 

trtcrosomal glutathione S-transfe 6706.736 
eukaiyoUc translation Initiation fa 19633.03 
ribosomal protein S2 4356,01 
tumor endothelial n^ariter 1 prea. 3139.145 
proteollpld protein 2 (colonic epit 17951.73 
smaB nudear ribomideoproteinC 4625.515 
CD59 antigen p18-20 (antigen Id 1 7383.1 7 
protease: serine; 3 (trypsin 3) 74972.46 
tubulin; alpha: utriqullous 1 5943.82 

tubulin: alpha: ubiquitous 1 5832.93 



39S 2615318 798.1958 -2.73E+00 -2.14E+00 20 Other 

189 264.9574 304.9848 -8.00E-01 -1.29E+00 20 Olher 

180 273.1703 440.3418 -1.67E400 -2.27E+00 20 Olher 

366 277.6619 521.395 -1.73E+00 -1.33E+0O 20 Other 

230 282.4317 470.0852 -1.67E+00 -136E+00 20 Olher 

155 282.8549 2113128 5.26E-01 -3.39E-01 20 Other 

275 283.8007 245.4643 6.73E-01 6.26E-01 20 Other 

462 3003211 465.627 -1.08E*€0 -4.57E-01 20 Other 

501 306.0777 476.5407 -1.02E+00 -3.14E-01 20 Other 

246 314.746 552.6166 -1.80E+00 -Z15E+00 20 Other 

547 329.7361 535.2071 -1.15E+00 -4.19E-01 20 Other 

349 3303149 300.5112 5.72E-01 6.50E-01 20 Other 

291 339.4607 278.446 7.25E-01 5.03E-01 20 Olher 

253 339.7988 1534.634 -336E+00 -3.93E+O0 20 Other 

203 341.1301 356.7517 -6.26E.01 -1.38E+00 20 OOier 

445 368.4734 724.8175 -138E^ -1,61 E+00 20 Other 
406 395.8948 474.2345 -5.49E-01 -6.12E.01 20 Olher 
711 402.87 1096.127 .2.43E+00 -131E+00 20 Other 
447 408.3037 5333949 -83BE-01 -7.37E-01 20 Olher 
565 417.1383 620.0433 -1.07E+00 -6.35E-01 20 Other 

446 4213183 557J«)55 -9.32E-01 -831E-01 20 Other 
358 425.52 345.0523 731E-01 5.13E-01 20 Olher 
424 4363114 532.9995 -7. 58E-01 .8.01E-01 20 Other 
508 441.4249 586.6835 .8.76E-01 -6.72E^1 20 Other 
516 450.4229 619.5568 .9.87E-01 -7.92E-01 20 Other 
741 452.267 1378.205 -2.70E+00 -1.99E+00 20 Other 
437 466.9229 1043.272 -2.25E+00 -235E-K)0 20 Other 
642 504.4269 997.106 -1.87E+00 -1.52E+O0 20 Other 
381 595.0192 813.4043 -1.30E+00 -1.94E+00 20 Other 
886 605.9272 829.3129 -7.16E-01 -I.BBE-OI 20 Other 

1150 606.7901 860.8974 -4.44E-01 4.78E-01 20 Olher 

450 618,4035 4B8.5944 6.37E'01 1.76E-01 20 Olher 

355 631.4284 504.2124 233E-01 -5.68E-01 20 Other 

273 667.4052 4313528 9.10E-01 -3.79E-01 20 Other 

960 680.3343 1036.811 -1.11 E+00 -6.1 4E-01 20 Other 

855 733.4035 699.9713 5.20E-01 7.41 E-01 20 Other 

746 737.9643 6433596 725E01 7.42&01 20 Other 

460 760.4217 1185.918 -1.62E*00 -2.34E+00 20 Other 

653 779.7338 1064.815 .1.18E-H)0 .1.43E+00 20 Other 

1430 793.2383 1313.03 -1.11 E+OO -2.59E-01 20 Other 

892 821.9856 758.0427 5 33E-01 6.71 E-01 20 Other 

669 827.8343 1078.525 -1.07E400 -1.38E+O0 20 Other 

444 866.5328 618.5713 6.67e-01 -2.99E-01 20 Other 

1190 873.0478 1214.409 -8.58E-01 ^.15E-01 20 Other 

472 873.8683 854.4272 -4.78E^M -13[7E*00 20 Olher 

547 939.7284 665.1099 8.87E.01 1.07E^1 20 Other 

467 959.9781 647.4269 8.97E-01 -1.44E-01 20 Other 

1630 976.2242 1148.545 2.19E-01 9.59E-01 20 Other 

918 1003.945 827.7691 8.40E-O1 7.11 E-01 20 Other 

936 1024.359 846.5801 8.23E-01 6.93E-01 20 Other 

886 1070.984 1406.107 -1.08E+C0 -1.35E+C0 20 Other 

1900 1174.107 1877.939 -1.12E+00 -4.26E-01 20 Other 

1210 1194.951 1041327 735E-01 73SE4)1 20 Other 

745 1299.03 952.9439 6.73E-01 -1.28E-01 20 Other 

2350 1386.719 1742377 -1.05E-01 6.55E-01 20 Other 

886 1386.849 1008.646 8 32E-01 2.36E-01 20 Other 

1690 1394.425 26243.72 -5.76E+0O -5.48E+O0 20 Other 

1590 1470.967 2532.66 -1.62E400 -1.51 E^-00 20 Other 

1380 1471.799 1228.765 8.21E-01 7.30E-01 20 Other 

303 1486.45 775.5735 1.47E+00 •e.25E.01 20 Other 

636 1556.448 1145377 3.23E.01 -9.6BE.^1 20 Other 

1590 1635.805 2271.364 -1.1 3E+00 -1.1 8E+00 20 Other 

894 1723.06 1202387 7.99E-01 -1.47E-01 20 Other 

2840 1895.102 7016.796 -S.IOE+OO .2.52E+00 20 Other 

1190 1979.246 1444.29 7.68E-01 331E-02 20 Other 

1110 2049.542 1503.556 6.06E-01 -2.73E-01 20 Other 

4710 2331.854 4075.247 -1.15E+00 .1.40E-01 20 Other 

1750 2568.113 1971.095 6.86E-01 1,32£-01 20 Other 

2880 2723.688 3890376 -1.15E+00 -1.07E+C0 20 Other 

2680 2912.158 5333.102 -1.84E+0O -1.96E+00 20 Other 

5690 3097379 5248.939 -1.17E*00 -2.89E-01 20 Other 

1020 3417.978 2027.643 1.06E+00 -6.B8E-01 20 Other 

2120 4485.029 3004.627 8,95E-01 .1.87E-01 20 Other 

1580 4730.755 2855.744 1.07E+00 -5.08E-01 20 Olher 

1130O 5416.175 28226.58 -S.eSE+OO -2.59E+00 20 Olher 

7840 5433.843 8144.601 -1.04E+00 -5.08E-01 20 Other 

2430 5571.411 4901.595 .2.68E-01 -t.47E+00 20 Other 

5210 5660.757 1016831 -1.79E+00 -131E+00 20 Other 

2060 5954.993 4127.437 4.54E-01 •1.08E+00 20 Other 

2500 7148.075 4295.784 1.19E+00 -2.72E-01 20 Olher 

11800 8567.736 12775.93 .1.07E+00 -6.04E-01 20 Other 

8280 8998.787 7300.387 9.60E-01 8.39E-01 20 Other 

19200 10453.43 15673.38 .7.34E-01 1.42E-01 20 Olher 

7610 11417.5 31332.74 -2.72E+00 -3.30E+00 20 Other 

7260 15413.44 12871.67 -4.88E^ -1.14E+00 20 Other 

7590 24085.35 15834.49 6.05E-O1 -1.06E+00 20 Other 
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lakOa dtfferenUatlofvassodated 1754.698 
lejKd proletn 5667.333 
6.2 kd protein 2323.402 
e-pyruvoyWelrahydroplerinsynU- 3223.922 
acttn related protein 2/3 convlex 4894.401 
actin related protein 2/3 ccrtiplex 13976.76 
actin related protein 2/3 cortptex 3065.881 
actIn: beta 66304JB1 
actin; beta 64949.74 
actin; beta 21347.36 
actJn; gamma 1 69165.16 
acUrfn; alpha 1 2400.607 
actlnin: alpha 4 6999.138 
activaled RNA polynnerase 11 Iran 4478.986 
activating transcrfption factor 4 0 7160.686 
adaptor-rebted protein complex: 2255.235 
adenosine A2a receptor 1 990.124 

adenylate Jtlnase 2 2997.607 
adenylyl cydase-assodated profc 6946.788 
ADP-ribo^atlon factor l 6040.796 
ADP-ribosyiatlon fader 4 4777.904 
ADP-rfbosyfalion factor 5 3739.477 
AKAP-blnding sperm protein ropi 2345.455 
alcohol dehydrogenase S (dass I 2220.156 
amyidd beta (A4) precursor proti 2646.85 
amyloid beta (A4) precursor-like 2117.652 
annex}nA2 74767.39 
annexinAS 4487.905 
aquaporinS 1085137 
aquaporin S; Wdney speafic 2404.748 
ARP3 acttn-related protein 3 hon 4291 .823 
asparaginyf-iRNA synthetase 2570.966 
ATP synthase: H-*-transportU)g;r 2908.897 
ATP synthase; H+ transporting; r 5694.182 
ATP synthase; H+ transporting: r 2176.378 
ATP synthase; H* transporting; r 5784.579 
ATP synthase: H+ b^nspwting; r 2668.028 
ATP synthase; H+ transporting; r 2682.798 
ATP synthase; H+ transporting; r 1 1 587.91 
ATP synthase: H+ transporting; r 3879.939 
ATP synthase; H-K transporting: r 2021.591 
ATP synthase; H* transporting; r 3657.512 
ATP synthase; H* transporting; r 4072.978 
ATP synthase; H-»- transporting; r 2479.5 
ATP svn\hase; H+ transporting; r 4222 J1 4 
ATPase; Ca++ transporting; plas 31 57.447 
ATPase; transporttng; fysosoi 2495.618 
ATPase; HHransporting:lysosoi 1854.198 
ATPase; H+ transporting; lysosot 2734.484 
ATPase: H+ transporting; lysosoi 5452.29 
ATPase; transporting; lysosoi 17134.14 
ATX1 antioxidant protein 1 homo 2833.957 
basic heIix-loop-he!lx domain cor 4978.916 
BCL2/adenowus E 1 B 1 9kD Inlei 1 473.428 
benzodlazapine receptor (periphi 1997.929 
bela-2-nitcrogtobulln 64872 
bone morphogeneUc protein 6 5036.985 
brain protein 13 7498.734 
Breakpoint cluster region protein 2541 J89 
calmodulin 2 (phosphorylase kins 1 573.77 
catpain 1 ; (mu/l) large subonll 3429.1 32 
ca\Te'6cul[\n 10259.42 
CaM-Kll inhibitory protein 20298.71 
capping protein (actin lilamenl} n 4348.079 
carboxypeptidase B1 (tissue) 9766.062 
cardlac-spedric homeo box 2859.1 97 
casein kinase 2: beta polypeptidi 3674.921 
CASP8 and FAOO-b'ke apoptosfs 2622.586 
catenin (cadheriivassodaled pro 3813.516 
calhepsin B 2480.797 
CD151 anUgen 7267.56 
CD24 anUgen (small celt tung cai 21319.27 
CD44 anUgen (homing function a 16178.98 
CD63 anUgen (melanoma 1 anti$ 9354.914 
CDK2-associated protein 1 4231.191 
cell dh/ision cyde 42 (GTP bindir 4566.619 
chaperonin containing TCPl ; sul 2356.627 
d\ap€ronin containing TCP1;sul 2238.933 
chloride intracetiular channel 1 681 1 .55 
chromosome 11 open reading frs 4087.361 
dathnn; light polypeptide (Lea) 5758.632 
daudln 1 3046.376 
daudin 7 2888.819 
cofifin 1 (non-^nusde) 16021.95 
cold shock domain protein A 2942.723 
cydirxlependent kinase inhibitor 3643.18 



1990 2889.148 2210.196 7.19&0t 1.79E-01 
4050 5837.94 5191.628 3.77E-02 -4.90E-01 
1990 3847.586 2721.439 7.2eE.01 -2.21&01 
2620 1569.69 2471.592 -1.04E+00 -2.99E-01 
3990 3030.018 3972.89 -6.92E-01 -2J93E-01 
21400 17206.31 17538.09 3.O0E-O1 6.17E-01 
3190 1793.813 2683.638 .7.73E-01 5.78E-02 
45400 38777J92 50171.41 .7.74&01 -5.45&01 
42400 44598.66 5064a44 -5.42E-01 .6.16&01 
1220O 15408.61 16331.85 -4.70E-01 -8.03E^)1 
59100 65677.15 64643.45 .7.47E-02 •2.27E-01 
2160 2638.011 2400.844 1.36E-01 -1.50E-01 
3810 3499.234 4769.196 -1.00E+00 ^.78E-01 
4320 6009.318 4936.98 424E-01 -5.13E-02 
5420 7668.286 6749.873 9.88&02 •4.02E-01 
2530 4102.633 2963.423 8.63&01 1.67E-01 
2960 2004.596 2318.367 1.05E-02 5.73E.01 
2520 2851.739 2788.3 -7.20E-02 -2.53E-01 
11000 7171.205 8362.375 4.S9E-02 6.59E-01 
7220 7907.02 7056.851 3.88E-01 2.5eE-01 
6880 8342.165 7331.81 8.04E^1 8.93E4)1 
4430 3984.845 4052.262 9.17E-02 2.45E-01 
2780 2500.118 2541.066 9.21&02 2.44E-01 
1990 2854.318 2354J247 3.e2&01 -1.59E-01 
4180 3918.595 3649.558 4.61&01 5.55E-01 
3230 2290.191 2546.598 1.13E-01 6.10E-01 
112000 97217.17 94734.13 3.79E-01 5.86E-01 
4270 7134.202 5295.976 6.69E-01 .7.32E-02 
14200 11650.24 1224837 1.02&01 3.9a&01 
2350 2457278 2404.397 3.12&02 -3.25&02 
4280 3941.05 4171.013 -I^SE-OI ^.92E4)3 
3010 2854.989 2811.634 1.51E-01 2.27E-01 
3800 3228.203 3312.717 1.50E-01 3.86E-01 
4370 4857.955 4974.135 -2.28E-01 -3.a2E-01 
1760 2400.575 2112.628 1.41 E^l -3.06E-01 
3530 7732.552 5682.609 4.19E^1 .7.12E-01 
2520 1881.974 2355.858 .5-04&01 -8.37E«2 
2090 2616.726 2462J24 ^.60&02 -3.82&01 
17200 14181.18 14327.12 Z91&01 5.71E^1 
4840 5176.585 4633.559 4.16&01 3.20&01 
2630 2009.026 2219.11 ^.995.03 3.7BE-01 
2410 2967.207 3009.915 -3,02E-01 -e.OSE-OI 
3280 2557.962 3305.047 -6.71 E-01 -3.11 E-01 
2030 2436.284 2313.989 -2.54E.02 -2.91E-01 
4100 3541.047 3955.838 -2.546^1 -4.09E'O2 
3180 3242.707 3193.535 3.64E^2 1.05E-02 
3870 2067^91 2817.803 -Z58E-01 6.33E-01 
2320 1659.749 2145.908 .1.6Q&01 6.57B41 
5660 2721.878 3704.42 -6.67E-03 1.05E^O0 
15900 7960.234 10101.59 3.03E-O1 1.30E+00 
24300 13120.57 18185.04 -3.85E-01 5.04E-01 
3500 3977.547 3435.675 4.89E-01 3.03E-01 
4280 3254.631 4159.761 -6.13E-01 -2.20E-01 
2420 3224.141 2371.407 1.13E+00 7.14E-01 
2890 2326.211 2405.625 2.19E-01 5.34E-01 
105000 36055.95 68473.91 •6.47E-01 6.aeB01 
4710 3780.005 4509.317 -4.14E-0t -9.65E-02 
11200 5348^4 803Z29S -4.87E-01 5.85&01 
2740 2924.826 2736.992 2.03E-01 1.11&01 
4130 4742.485 3482.215 1.59E*00 1.39E+00 
3420 2390.011 3078.324 -5.21 E-01 -5.61E-03 
9700 15437.35 11797.33 5.89E-01 -8.16E-02 
28200 21760.79 23425.99 1.00E-01 4.75£'01 
4450 5015.377 4604.9 2.06E-01 3.36E'02 
27.1 2657129 3273.378 -S.SOE+OO .8.49E4O0 
1740 2282.546 2292.94 -3.25E-01 -7.19E-01 
3840 3873.228 3795.282 7.5eE-02 6.26E-02 
2500 1151.561 2092.229 .1.19E+C0 -6.77E^2 
4230 3300.738 3782.772 -2.08E-01 1.51E-01 
3860 4485.422 3607,853 8.54E-01 6.37E-01 
13700 8768.731 9901.71 2.71E.01 g.llE-OI 
18200 8278.973 1593^79 .1.36E^ •2.28E-01 
9640 5778.642 10533.43 •1.49E^0 .7.47E-01 
11600 10016.29 10307.1 9.86E-02 3.04E-01 
4180 4763.013 4389.995 1.71E-01 -1.90E-02 
2840 2852.186 3426.736 -6.86E-01 -6.93E-0t 
2880 2222.361 2484.939 .8.46E-02 2.87E-01 
2330 1561.525 2042.12 -5.20E-01 5.49£^ 
7240 5727.121 6591.299 -2.50E-01 8.71E-02 
3800 5946.259 4610342 5.41E-01 •I.OSE^I 
9260 5849.641 6957.341 2.26E-02 6.86E.01 
2450 918.0838 2138.383 -1.73E+00 -3.14E-01 
3350 1520.977 2587.177 .9.25E-01 2.14E-01 
1870O 14063.43 16255.64 .1.88E-01 2.22E-01 
2530 2069.184 251SJ212 .5.08E-01 •2.16E01 
4250 3437.076 377757 .8.40E-02 2.23E-01 
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cydiivE binding protein 1 26180.6 29800 39655.02 31877.4 5.99&01 I.STE^l 3 Unchanged High 

cystatinB(slefln&) 4312.168 5420 2370.13 4034.272 -B.BdE-OI 3.30E-01 3 Unchanged High 

cysteine and glyclne-fich protein 247&366 1710 2135.88 2109.096 -2.1 SE-OI -5.33E-01 3 Unchanged High 

cysletne-rlch; angiogenic inducei 2070.203 1620 2978.542 2224.339 5.25E-01 -3.50E-01 3 Unchanged High 

cylochronnec oxidase subunit IV 6219.626 8550 6571.B48 7115.04B 7.g5E*02 4.60E-01 3 Unchanged High 

cytochrome c oxidase subunilVti 3253.24 5800 4244.557 4434.13 3.84E-01 8.35E-01 3 Unchanged High 

cytochrome C oxidase subunitVb 2968.24 2820 4604.241 3464.904 6.33E-01 -7JaaE-02 3 Unchanged High 

cytochrome c oxidase subunitvn 1991.91 2660 2380.795 2344.331 2.57E-01 4.17EH}1 3 Unchanged High 

cytochrome c oxidase subunitVli 2560.598 2090 1927.002 2197.58 -4.21E-01 -3.08E-01 3 Unchanged High 

cytochrome c oxidase subunil VII 4846.713 4500 4245.478 4530.348 -1.91E-01 -1.07E-O1 3 Unchanged High 

cytochrome c oxidase subunU VII 2182.954 2450 3040.586 2556.461 4.78E-01 1.64E-01 3 Unchanged High 

cytochrome c oxidase subunil VII 3224.558 5150 3801.752 4057.995 2.38E-01 6.75E-01 3 Unchanged High 

cytochrome c oxidase subunlt VII 12335.74 t22X .9883.688 11482.48 .3.20E-01 -1.27 E-02 3 Unchanged High 

cytochronnec oxidase subunil VII 3019.162 1900 3329.281 2750.974 1.41E>01 -6.65E-01 3 Unchanged High 

death-assodated protein kinase 2535.403 1850 2088.808 2157.783 •2.80E-01 -435E-01 3 Unchanged High 

defender against cell death 1 7921.682 11200 9546.896 9563.241 2.69E^1 5.02E^1 3 Unchanged High 

defensln; beta 1 4071.982 7630 2153.638 4619.611 -9.19E^1 9.07E-01 3 Unchanged High 

destfinfactindepoiymerizing fad 7729.125 7570 6083.408 7126.01 -3.45E-01 <5.09E-02 3 Unchanged High 

diazepam binding Inhibitor (GAR 2541.011 1730 2995.768 2422.578 Z3QE-0^ -5.54E-01 3 Unchanged High 

DnaJ (Hsp40) homolog; subfamn 2491.051 2930 1789.662 2402.398 -4.77E.01 2.32E-01 3 Unchanged High 

DNAJ domain-containing 2324.933 2520 2397.896 2414.457 4.46E-02 1.17E-01 3 Unchanged Wgh 

dual-spedfldlytyrosine-(Y)-phos 8211J55 6870 5987.39 7023.599 -4.56E-01 -2.57E-01 3 Unchanged High 

dyneinDght chain 2A 4080.949 4160 5365.928 4534.283 3.9SE-01 2.63E-02 3 Unchanged High 

dyneln: cytoplasmic; II{fhtpolype| 4492.679 5800 4332.161 4875.685 -S2SE^ 3.69&01 3 Unchanged High 

E74-Iike factor 3 (ets domain Irar 3781.196 2780 1455.944 2673.744 -1.38E^ •4.42E-01 3 Unchanged High 

endothelial differentiaUon-relaled 5515.692 5680 4090.527 5094.856 ^.31 E-01 4.19E-02 3 Unchanged High 

enhancer of rudimentary homoloi 3593.608 3950 5175.131 4241.036 5.26E-01 138E-01 3 Unchanged High 

enolase 1; (alpha) 12539.97 7460 9955.024 9983.774 .3.33E-01 -750E-01 3 Unchanged High 

enolasel: (alpha) 6900.857 4290 5016.695 5403.444 -4.60E-«1 -6.65E-01 3 Unchanged High 

eukaryotic translation elongaUon 36222.34 23200 23485.94 27648.74 -6.25E-01 -6.40E«1 3 Unchanged High 

eukaryoOc translation elongation 6863.565 6540 11607.61 8337.901 7.58E-01 •6.91E^)2 3 Unchanged High 

eukaryoOc translation elongaOofl 4023.855 2310 3360.073 3231.325 '2.60E-01 -8.01E-01 3 Unchanged High 

eut<aryotic translaUon IniUaUon fa 2870.027 1930 2391.869 2398.394 -2.63E-01 -5.70E-01 3 Undianged High 

eukaryotic translation IniUallon fa 3009.075 2670 3333.728 3005.577 1.48E.01 -1.70E-01 3 Unchanged High 

eulcaryoOc translation tniUalion fa 2755.438 1540 2127.874 2141.68 .3.73E^)1 -8.38E-01 3 Unchanged Higtt 

euIcaryoUc translation initiation fa 4273.919 4030 3558.838 3954.374 -2.64E-01 -8.46E-02 3 Unchanged High 

eutcaryoUc translation initiation fa 7716.222 7170 6363.169 7083.99 -2.78E-01 -LOSE-OI 3 Unchanged High 

eulcaryoUc translation Initiation fa 2091.816 2190 2519.322 2267.015 2.68E'01 6.61E-02 3 Unchanged High 

eukaryotic IransIaUoninitiayon fa 9023.244 5240 5651.752 6638.65 •6.75Er01 •7.84E'01 3 Unchanged High 

exosome component Rrp46 2098514 2590 2304.48 2331.056 1.35E^1 ZMBOi 3 Unchanged High 

femUn: heavy polypeptide 1 35912.81 48700 42075.22 42243.59 2.28E-01 4.41 E-01 3 Unchanged High 

femun: light polypepUde 44225.86 29600 17849^ 30568.13 -1.31 E+00 -5.78E-01 3 Unchanged High 

Finkel-Blskls-Reilly murine sarco 10322.94 10400 9704.642 10145.45 -8.91 E.02 1.19E-02 3 Unchanged High 

FK506 binding protein 1A (12kD) 2741^89 1870 1414.969 2009.291 .9.54E^1 -5.51E-01 3 Unchanged High 

GDP dissodaUon Inhibitor 2 2287.713 1580 2291.27 2051.41 2.24E-03 -538E-01 3 Unchanged High 

glulamate-cysteine ilgase: modlfi 154.1773 76.2 5937.375 2055,914 5.27E+00 -1.02E+00 3 Unchanged High 

gtutalhione peroxidase 4 (phospT 3397.2 4860 3108.036 3767.13 '1.28E-01 5.15E-01 3 Unchanged High 

glutathione S'bansferase pi 6392.334 6670 4067.789 6378.198 -6.S2E-01 4.40E-01 3 Unchanged High 

glyceraidehyde-3-phosphate deh 28809.37 38300 44655.67 37260.67 6.32E-01 4.11E-01 3 Unchanged High 

glyceraldehyde-3-phosphate deh 37562.25 60200 57135.41 51621,55 6.05E-01 6.80E-01 3 Unchanged High 

glyceraIdehyde-3-phosphate deh 12053.5 14900 19061.62 15342.7 6.61 E-01 3.07E-O1 3 Unchanged High 

glycerol-3-phosphate dehydrogej 3450.634 2340 3276.264 3023.332 -7.48E-02 -5.58E-01 3 Unchanged High 

glycyl-lRNA synthetase 4333.439 3630 6248.604 4736.632 5.28E01 .2.56E-01 3 Unchanged High 

GNAS complex locus 7755.858 9290 9107.558 8718.93 2.32E-01 2.61 E-01 3 Unchanged High 

growth arrest and DMA-damaged 2792.429 6130 3396.736 4105.138 2.83E-01 1.13&K)0 3 Unchanged High 

growth honnonesecretagoguerc 2827.902 2100 2597.123 2503.414 •1.23&01 -42gE-01 3 Unchanged High 

guanine nudeoOde binding prote 5734.337 7610 5853.112 6398.85 2.96E-02 4.08E-01 3 Unchanged High 

guanine nucleotide binding prote 22430.28 15300 19055.7 18939.85 -2.35E-01 -5.4gE-01 3 Unchanged High 

H3 histone: family 38 (H3.3B) 2446.264 2770 2042.864 2421.658 -2.61 E-01 1.B0E-O1 3 Unchanged High 

heat shock 27itD protein 1 41952,14 34500 31970.86 36135.19 -3.92E-01 -2.83E-01 3 Unchanged High 

heat shock 70kD protein 5 (gtucc 3226.183 1600 4101.742 2976.537 3.46E-01 -I.OIE+OO 3 Unchanged High 

heal shock 70kD protein 9B(mor 2851.743 2180 2220.509 2417.791 -3.61 E-OI -3.87E-01 3 Unchanged High 

hematological and neuroiogica) e 26342.33 35400 41099.58 34286.74 6.42E-01 427E^1 3 Unchanged High 

heterogeneous nudearribonude 2522.253 1650 2524.082 2231.413 1j05E-O3 •6.14E-01 3 Unchanged High 

heterogeneous nudear n^onude 3825.912 2370 3770.457 3320.487 -2.11 E-02 -6.94E-01 3 Unchanged High 

high-mobility group (nonhistone ( 2534.273 1660 3502.047 2567.093 4.67E-01 -6.06E^1 3 Unchanged High 

hlstidlne triad nudeoUde binding 6025.978 7790 7379.267 7064.436 2.92E-01 3.70E-01 3 Unchanged High 

histone deacelylase 2 2454.324 2220 1789.508 2155.575 -4.56E-01 .1.43E-01 3 Unchanged High 

HLA-GhistocompaUbilityanOgen 2048.009 2780 1844.177 2225.106 -1.51E-01 4.42E-01 3 Unchanged High 

homeoboxB4 2892.488 3490 2902.69 3095.004 5.08E-O3 2.71 E-01 3 Unchanged Htgh 

hyaluronoglucosaminldase4 3623.461 2050 2189.656 2621.286 -7.27E-01 -8.21 E-01 3 Unchanged High 

hypothetical protein DC50 3343^ 3750 4298.676 3797.943 3.62E-01 1.66E-01 3 Unchanged High 

hypothetical protein FLJ20533 3104.471 5460 6184.227 4915.419 9.94E-01 e.14E-01 3 Unchanged High 

hypolheUcal protein HSPC1 52 3000,217 4060 4396.862 3819.313 531E-01 4.37E-01 3 Unchanged High 

hypoIheUcal protein tMAGE3455: 3599.509 5410 8687.307 5897.337 1.27E+00 5.87E-01 3 Unchanged High 

hypotheOcal protein MGC3133 2074.073 2520 2719.671 2436.767 3.91 E-01 2,79E.01 3 Unchanged High 

hypothettcat protein MGC8721 2425.475 2730 2939.253 2699545 2.77E-01 1.73E-01 3 Unchanged High 

hypoxia-lndudble factor 1; alpha 3544.753 2960 1526.935 2675.668 .1.22E+O0 -2.62E-01 3 Unchanged High 

immediate eariy response 3 4564.408 4690 3129.721 4129.098 -5.44 E-OI 4.01E-02 3 Unchanged High 

Insutln-Iike growth factor binding 6185.622 21800 18047.34 15334.47 1.S4E+00 1.82E+00 3 Unchanged High 

integral membrane protein 2B 6908.997 10500 10014.47 9139.933 5.35E-01 6,03E-01 3 Unchanged High 

integrin beta 4 binding protein 2594.316 3270 1569.747 2476.062 -7 .26E-01 3.32E-01 3 Unchanged High 

Inlegrln; alpha 3 (antigen CD49C 2669.777 2740 1339.712 2249.026 -9.95E-01 3.62E-02 3 Unchanged High 

integrin: beta 1 (fibronectin recep 6743.428 5390 6511.579 6216.314 -5.05E-02 -3.22E-01 3 Unchanged High 

Interferon Induced iransmembrar 14426.62 14800 8827.997 12669.24 -7.09E-01 3.23E-02 3 Unchanged High 

Interieukin enhancer binding fact 3045.484 2420 2596.915 2687536 -2 JOE-01 •3.32E-01 3 Unchanged High 
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lysosomal-associated protein Irai 
macrophage rrtgratlon Inhibitory 
macrophage myrfstoylated alanir 
major hlstocompatlbtlity complex; 
major histocompatibility Comdex; 
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major histocompatibinty complex: 
major histocompatibility complex; 
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metallothionein 2A 
niaosomal glutathione S^ransfe 
mitochondrial sotuts carrier 
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mudn 6; gastric 
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neural precursor ceR eiqiressed: 
neuronal protein 17 J 
NICE'S protein 

NiemanrvPick disease; type C2 
non-functional folate binding prol 
non-metastaQc ceils 1 ; protein (N 
non^netastatlc cells 2; protein (N 
non-metastatic cells 4; protein ex 
NRAS-related gene 
nudear receptor co-repressor/Ht 
nudeolar protein famliy A; memb 
ornithine decarboxylase antizymt 
over>expressed breast tumor pror 
oxidase (cytochrome c) assenr^l> 
p53^nduced protein PIGPCI 
p8 protein (candidate of metastae 
patred-like homeodomain transcr 
PAP-1 binding protein 
paraoxonase 2 
parathymosin 

peplidyiprolyl Isomerase B (cydo 
pa-oxlredoxin 1 
peroxiredoxin 2 
peroxiredoxtn 3 
peroxiredoxin 4 
peroxiredoxin 5 

phosphatidyllnositol binding datf 
phosphofnjctoldnase; musde 
phosphoglycerateWnase 1 
phosphoglycerate mutase 1 (bral 
phosphopfotdn enriched in astrc 
phylanoy1-CoA hydroxylase (Refc 
pituitary tumor-transfomfttng 1 1nti 
pleckstrin homology domaln-oorU 
poly(rC) binding protein 1 
polymerase (RNA) II (DNA direct 
polymerase (RNA) II (DNA direct 
POU domain; dass 3; transcriptit 
PP1201 protein 

pre-B-cell leukemia transcripUon 
prefoldin 5 
PRO1073 protein 
profiUn 1 

prosaposin (variant Gaucher disc 
protease: serine: 2 (trypsin 2) 
proteasome (prosome; macropah 
pFOteasome (prosome; macropaii 
proteasome (prosome; macropaii 
proteasome (prosome: macropaii 
proteasome (prosome; macropaii 
proteasome (prasome; macropaii 
protein phosphatase 1; catalytic i 
protein phosphatase 16 (fomnert 
protein pho^ahatase 2 ((brmerty : 



2958.139 


1660 


2475.365 


1667.246 


1250 


3924.993 


4408129 


34500 


42150.03 


8548.245 


6070 


9921.409 


2294.491 


2850 


3014.02 


2942.579 


3550 


3637.463 


2815.002 


4690 


5453.634 


5544.722 


6700 


6763.716 


5857.382 


10400 


6988J15 


2701.757 


4890 


2255.929 


8949^^6 


17000 


10196.68 


7187.905 


21600 


11111.54 


1312135 


16800 


11725.68 


2540.91 1 


2790 


2053.351 


5067.294 


4140 


aoQR lis 




4750 


2940.683 


too 1 .9ac 


5310 


5233.749 


6620.235 




8067.274 


5023 542 


^0 




2488JI7 


2650 


2240.824 


426031 


4580 




S574.093 






48122.62 


45200 


48682.54 


7920.873 


8150 


7228.401 


lOOt.DSfO 


2680 


2S11J293 




5440 


•3f ISS.SUJ 


5214.222 


5540 


9086.615 


1 o^o.UZ4 




2642.647 


2297.787 


3270 




1909.371 


2840 




6241.135 


11500 


8014.187 


2auv.33D 


3330 


3S9fJ9ao 


0449.404 


4710 


4139.56 


347o.o12 


3150 


5077.834 


1763.974 


2250 


2329.521 


1516.592 


3640 




2917.293 


2170 


3(X)4.012 


6653.515 


6940 


7836.897 


>«a^*f At\A 

4627.494 


5680 


4836.596 


2211.058 


2270 


4300.604 


3478.657 


3510 


2737.425 


5951.715 


3290 


2990.083 


3543.239 


7130 


3639205 


7212.068 


6880 


7782.339 


2335.527 


2320 


1684264 


2161.529 


2500 


1436.463 


1623.554 


3330 


1443.914 


1774.942 


1940 


2740.792 


15428.98 


13300 


14490.63 


2992.2 


3810 


5014.215 


1325.972 


3740 




OOilC OCA 


2330 






5860 


ooan At 




2450 


once n'> 


3141.718 


3330 


2921.471 


2420.936 


2010 


1671.796 


2744.707 


2080 




2205.14 


3820 


1714.041 


2688.917 


2^0 


1001.3U0 




1980 


2829.743 


CIRC tAtt 




6341.68 


1847.463 


2730 




'i'intut net 


17400 




roJo.i04 


7780 




4O09.JU(S 


5330 


4172.137 


231808 


3070 


2907.381 


4817.635 


3130 


315Bj644 




3780 


3657 763 


2161 .3M 


2600 


2709.495 


3321.206 


2650 


2251.677 


7127293 


6650 


2688.636 


2817.191 


2650 


3413.81 


1827.777 


2160 


2837.334 


1872.208 


3140 


1690.101 


29650.38 


48900 


35394.8 


4235.232 


5370 


4268.459 


7735927 


4260O 


51746.68 


3682.153 


4550 


2712.172 


2270.079 


2570 


2265.763 


2835.653 


3590 


2820.916 


1714.767 


2100 


2435.426 


2193.138 


1760 


2224.325 


4179.694 


3450 


3072.098 


2543.089 


2200 


2276.462 


5696.408 


4200 


3717.85 


3e58.S&7 


4100 


2765.011 



2382.933 
2281.692 
40260.24 
8180.607 
2719.794 
3377.305 
4319.567 
6337.062 
8400.725 
3281.592 
12044.09 
13298.19 
13868.02 
2460.503 
4168.835 
4624.849 
5142.998 
7340.215 
5712.043 
2527.436 
4212.427 
6068.269 
47407X>2 
7764.994 
2357.087 
4005.894 
6613.046 
2212.932 
2607.423 
2544.679 



3363.371 
4098.747 

3902.8 
2113.511 
2662.845 
2697.108 
7143.349 
5114.664 
2927223 
3241.269 
4076.544 
4771.656 
7292.818 
2181.482 
2031.796 
2199.387 
2150.631 
14411.94 
3872.969 
2394.717 
2722.317 
6683.166 

2493.75 
3130.835 
2035.218 
2822.139 

2581 J24 
2414.998 
2533.875 
5552.736 

2477.75 
20128.93 
7819.036 
4627.881 
2766.359 
3635.431 
3198285 
2489.343 
2740.913 
5487.085 
2958.976 
2275.038 
2234.209 
37970.06 
4622.898 
57240.67 
3648.995 
2369.437 
3082.003 
2081.991 
2058.212 
3566.368 
2339J97 
4605J)64 

3572^ 



.2.57E-01 
1.246+00 
-6.46E-02 
2,15E^1 
3.94 E-01 
3.06E-01 
9.54E-01 
2.87&01 
6.17E^1 
-2.60E-01 
1.88E-01 
6.28E-01 
.1.62E-01 
-3.07E-01 
•6.21E-01 
-1.07E+00 
LOOE^I 
2.85E-01 
-2.66E-01 
-1.51 E-01 
-1.65E^1 
2.62E-01 
226E-02 
-1.32&01 
4.14E^1 
3.79E-01 
8.01 E-01 
8.04E-01 
-2.79E-02 
5.97E-01 
3.61E-01 
4.77E-01 
2.63E-01 
5.46E-01 
4.01 E-01 
859E-01 
4.23E-02 
2.36E-01 
2.72E-03 
9.60E-01 
-3.46&01 
-9.93E-01 
3.86E-02 
1.10E-01 
-3.10E-01 
-5.90E-01 
-3.37E-01 
6.27&01 
-9.05E-02 
7.45E-01 
6.78E-01 
5.73E-01 
7.47E-01 
^.32E-01 
-1.05E-01 
-5.34&01 
4.10E-01 
-3.63E-01 
-5.31 E-01 
2.00E-02 
2.90E-01 
6.30E-01 
-2.39E-01 
1.66E-01 
-7.19E^ 
3.27E-01 
-5.49E-01 
7.62E-01 
3.26E-01 
-5.61 E-01 
-1.41E+00 
2.77E.01 
6.34E-01 
•1.48E^1 
2.55B01 
1.13E-02 
-5.80E-01 
-4.41 E-01 
-2.75E-03 
-7.52E-03 
5.06E^1 
2.04E-02 
^.44E-01 
-1.60E-01 
-6.65£<01 
-4.81E-01 



•6.3eE-01 
-4.12E-01 
^32E-01 
-4.93E-01 
3.13E-01 
2.71E-01 
7J6E.01 
2.74&01 
8J22E-01 
8.55C01 
9.25E-01 
1.59E+00 
3.53E-01 
1.336-01 

•2.go&oi 

-3.79E-01 
1.22E01 
1.4aE-01 
6.60E-01 
1.98E-01 
1.03E-01 
9.31 E-02 
•8.g9E-02 
4J)4E-02 
5.05E-01 
9.27E01 
8.70&O2 
4.13E-01 
5.09E-01 
5.71E-01 
8.85&01 
2.76E^1 
4.48E-01 
-1.41E-01 
3.49E-01 
1.26E+O0 
-4.27E-01 
6.07E-O2 
2.35E-01 
3.80ErO2 
1J20E-O2 
-8.56E-01 
1.01E+00 
-6.72E-02 
-6.73E<>3 
2.08E-01 
8.69E-01 
1J25E-01 
-2.12E-01 
2.72E-01 
1.49E+O0 
-8.88E-03 
1.45E-01 
-2.79E-01 
B.37E-02 
<2.66E-01 
•4.03E-01 
7.94E-01 
3.03E-03 
-4.94E-01 
-1.57E-02 
5.61 E-01 
-4.23E-01 
8.57&02 
2.80E-01 
4.07E.01 
-5.60E-01 
8.09E-01 
2.65E-01 
-3.26E-01 
-1.01 E-01 
-9.05E-02 
2.41 E-01 
7.46E^t 
7.21 E01 
3.41 E-01 
-8.60E^1 
3.06E-01 
l.aOE.01 
3.40E-01 
^69&01 
-3.20E-O1 
-2.78E-01 
-2J09E-01 
-4J9E-01 
B.58E-Q2 



3 Unchanged High 
3 Unchanged High 
3 Undiar>ged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Undisnged Hl^ 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged htlgh 
3 Undianged High 
3 Unchanged High 
3 Undianged Hl^ 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Undianged High 
3 Unchanged High 
3 Unchanged High 
3 Undnnged High 
3 Unchanged Higfi 
3 Undianged Hl^ 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged Hl^ 
3 Unchanged Kligh 
3 Unchanged High 
3 Undianged High 
3 Unchanged l^gh 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged Hi^ 
3 Undianged High 
3 Unchanged Hg^ 
3 Unchanged High 
3 Ibtchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 undianged High 
3 Undianged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Unchanged High 
3 Undianged High 
3 Unchanged High 
3 Unchanged 
3 Unchanged High 
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Q15249 


H13ef5 


prothymosin: alpha (gene sequef 


11382.44 


Q9NQ11 


G03gh7 


putative ATPase 


2774.724 


P41567 


N06cd5 


putative translation tnlUaUon facti 7487.872 


Q1S1B1 


L18gh1 


pyrophosphatase Qnorgaric) 


4914397 


P14786 


M24abd 


pynjvate kinase: musde 


6305.222 


P57735 


G12gh4 


RAB25; member RAS oncogene 


3343.628 


P54725 


E21cdt 


RAD23 homolog A (S. cerevisiae 


253336 


P54727 


M10ef6 


RA023 homolog B (S. cerevlslae 4038364 


000538 


P16cd5 


RAS guanyl releasing protein 2 (• 


2416368 


P06749 


C21gh1 


fas homolcg gene family: menilJ€ 2136.708 


P08134 


B1Gab2 


ras homolog gene fanBty:merrt)€ 4404.567 




P06gh8 


ras-Hke protein VTS58635 


5451.542 


P15154 


COIefB 


ras-rdated C3 boiuUnum toxin sc 


10849.13 


015347 


B20ccl6 


Ras-related GTP>bin(Sng protein 




095197 


A06cd6 


reliculon 3 


tea 
3712.756 


P09455 


F12ab8 


retinol binding protein 1: cellular 


2211.12 


P52565 


K13ef6 


Rho GDP dissociation inhibitor (( 


316634 


P27635 


N19cd2 


ribosomal protein L10 


13406.29 


P53025 


G22cd1 


libosoma) protein LlOa 


19374.73 


P39026 


D07cd1 


ribosomal protein L11 


1417229 


P300SO 


OOSodI 


ribosomal protein L12 


38376.69 


P40429 


AOIefl 


ribosomal protein Li 3a 


23800.5 


P50914 


B18cd4 


ribosomal protein L14 


1850736 


P^030 


C13cd3 


ribosomal protein L15 


8407.532 


P16621 


019cd1 


ribosomal protein LI 7 


8779.141 




D13cd1 


ribosomal protein LIB 


12168.43 


Q02543 




ribosomal prolan L18a 


2497639 


P14118 


DIScdl 


ribosomal protein L1 9 


6226389 


P46778 


A13cd3 


fibosomal prolan L21 


11156.59 


P35268 


D17cd1 


rik>osomal protein L22 


16289.45 


P23131 




rlbosocTBl protein L23 


20972.93 


P29316 


Q09cu3 


ribosomal protdn l^a 


6385.675 


rJoooj 


D2lKt1 


ribosomal protein L24 


7805.803 


P06S26 


FOlcdl 


ribosomal protein L27 


12874.22 






ribosomal protein L27a 


16046.37 


P46779 


F07Cdl 


ribosomal protein L28 


40540.59 


P4TO14 




ribosomal protein L29 


3346.473 


P39023 


821 ooi 


ritrasomal protein L3 


13192.5 


P04645 




ribosonal protein L30 


17693.61 


PI 2947 




ribosomal protein L31 


9749.468 






ribosomal protein L32 


22774.44 


P49207 




ribosomal protein L34 


13251.1 


P42766 


K16cd7 


ribosomal protein L35 


10454.27 




F13cd1 


fibosomal protein L35a 


14583.91 




uuwgn 1 


ribosomal prot^ L36a 


8395.644 




A19cd3 


rtbosomal protdn L38a-likd 


5167.775 


TO24W 


FIScdl 


ribosomal protein L37 


31895.4 


P12751 


F17cd1 


rit>O50mal protein L37a 


18552.48 


P2341t 


F19cd1 


ribosomal protein L38 


5149.82 


P02404 


A17al3 


ribosomal protein L39 


14114.05 


P36578 


B23cd1 


ribosomal protein L4 


14367-47 


P28751 


LOSghl 


ribosomal protein L41 


35135.75 


P46777 


E21cd3 


ribosomal protein L5 


12002.66 


002678 


DOIcdi 


rtbosomal protein L6 


15861.7 


PI 6124 


D03cd1 


ribosomal protein L7 


21230.67 


P11518 


G11cd3 


ribosomal protein L7a 


133853 


P25120 


D05cd1 


ribosomal protein 


23580.43 


P32969 


B19cdt 


ribosomal protein L9 


28853.42 


P46763 


H13cd1 


ribosomal protein S10 


7453.342 


P04643 


HIScdl 


rtbosomal protein S1 1 


13429.85 


P25398 


H17od1 


rtbosomal protein 812 


16170.73 


OQ2546 


H19odt 


rtbosomal protein 313 


13956.88 


P11174 


H21cd1 


rtbosomal protein SI 5 


21322.73 


P39027 


H23cd1 


ribosomal protein 31 5a 


16787.1 


P17008 


JOlcdl 


ribosomal protein SI 6 


266043 


P08708 


J03cdl 


ribosomal protein SI 7 


13979.25 


P25232 


A17gh2 


ribosomal protein SI 8 


12558.18 


P1707S 


J07cd1 


rtbosomal protein S20 


21944.13 


P35265 


D24ef7 


rtbosomal protein 321 


14046.7 


P39028 


J09cd1 


ribosomal protein 823 


12228.96 


PI 6632 


Jllcdl 


ribosomal protein 324 


1291337 


P25111 


J13cd1 


ribosomal protein 825 


6274.159 


P02383 


C01c(J3 


ribosomal protein S26 


26138.26 


P42677 


G01cd3 


ribosomal protein 327 (metallc^s 17556.94 


P14798 


B16cd1 


ribosomal protein S27a 


3284.551 


P2S112 


JiScdl 


rtbosomal protein 328 


30384.24 


P300S4 


J17cd1 


ribosomat protein S29 


18454.55 


P23396 


H03cdl 


rtbosomal protein S3 


5913.682 


P49241 


016ef5 


ribosomat protein S3A 


7154.088 


PI 2750 


A21cd3 


ribosomat protein 34; X-tlnked 


19821.56 


P22090 


A23cd3 


ribosomal protein 34; Y-Jlnked 


2629.697 


P46782 


HOScdl 


ribosomat protein 35 


. 15421.08 


P10560 


H07cd1 


ribosomat protein S6 


46408.18 


P23821 


H09cd1 


ribosomal protein 37 


18906.94 


P09058 


H11cd1 


ribosomal protein 38 


15941.2 


P467B1 


AOIcdS 


rtbosomal protein 89 


6215.562 



14500 9974.587 11954.68 -130E-01 3.50E-01 3 Unchanged High 

2460 2271.593 2501.162 -2.69E-01 •1.75E-01 3 Unchanged High 

6600 8909.545 7666.779 2.51E-01 -LBIE-OI 3 Unchanged High 

4350 2667.605 3978.537 •8.62E-01 •1.75E-01 3 Unchanged High 

8060 9000.504 7787322 5.13E-01 3.54E-01 3 Unchanged High 

4890 1366.379 3198.699 •1.29E+00 5.47E-01 3 Unchanged High 

1790 1753.113 2026.126 -5.31 E-01 -5.00E-O1 3 Unchanged High 

5410 4983.21 4809.132 3.03E-O1 450E-01 3 Unchanged High 

2310 1905.199 2210.191 -3.44E-01 -6.90E-02 3 Unchanged High 

1940 3003.841 2358368 4.91E-01 -1.43E-01 3 Unchanged High 

4490 2930.236 3943.029 -5.88E-01 2.91 E-02 3 Unchanged High 

6580 9066.798 7033.479 7.34E-01 2.72E-01 3 Unchanged High 

9720 10044.19 1020234 -1.11 E-01 .1.59E-01 3 Unchanged High 

2380 2623.418 2244.978 6.02E-01 4.63E-01 3 Unchanged High 

3420 3633.411 3654.06 4.61E-Q2 .1.20E-01 3 Unchanged High 

4480 2383:274 3023.27 1.08E-01 1.02E*00 3 Unchanged High 

3200 3141.434 3169.009 -1.1 3E-02 132E-02 3 Unchanged Hl^ 

7100 11103.69 10536.25 -2.72E-01 -9.17E-01 3 Unchanged High 

15100 19939.26 1812431 4.14E-02 -3.63E-01 3 Unchanged High 

6760 10346.92 10427.07 •434E-01 -1.07E+00 3 Unchanged High 

24500 38669.34 33860.13 1.10E-02 -6.45E-01 3 Unchanged High 

22200 2815937 24735,85 2.43E-01 -9.73E-02 3 Unchanged High 

14600 16108.18 16402.14 •2jOOE^1 -3.43E-01 3 Unchanged High 

8100 10809.12 9104.589 3.62E-01 -5.43E4)2 3 Uhchanged High 

8440 10004.78 9074.168 1.e9E-01 -5.71 E-02 3 Unchanged High 

10200 15619.17 12658.45 3.60E-01 .2.56E-01 3 Unchanged High 

27200 28170.19 26796.74 1.74E-01 1.25E-01 3 Unchanged High 

5530 5535.643 5762.718 -1.70E-01 -1.72E-01 3 Unchanged High 

11800 16742.21 13222.79 S.86E-01 7.72E-02 3 Unchanged High 

1B200 18991.35 17168.94 2.21E-01 ^.63E-03 3 Unchanged High 

20400 25729.93 22356.23 2.95E-01 -4.24E*02 3 Unchanged High 

4840 5446363 5556302 •2.29E-01 •431E-01 3 Unchanged High 

6180 5479.195 6488.503 ^.11 E-01 -337E-01 3 Unchanged High 

5280 10256.69 9469JJ52 -3.28E-01 -1.29E+00 3 Unchanged Wgh 

17000 20949.85 1800837 3.85E-01 837E-02 3 Unchanged High 

32400 45810.52 39577.25 1.76E-01 -3J24E-01 3 Unchanged High 

1960 1947328 2417.223 -731&01 -7.73E-01 3 Unchanged High 

10500 1396235 1253538 8.18E-02 -336E-01 3 Unchanged Wgh 

12300 21530.83 17188.03 2.83E-01 -5.20E-01 3 Unchanged High 

8980 12591.65 10441.63 3.69&01 -1.18E-01 3 Unchanged High 

24400 30742.77 25982.45 433E-01 1.01 E-01 3 Unchanged High 

11500 13193.66 12661.95 -6.27E-03 -1.99E-01 3 Unchanged High 

A050Q 1065535 10527.37 2.75E-02 2.47E-03 3 Unchanged High 

10700 8811.726 11356.13 .7.27E-01 -4.50E-01 3 Unchanged High 

S780 12052.18 9742.196 5.22E-01 6.44E-02 3 Unchanged High 

5750 4693.401 5203379 -1.39&01 1.54E-01 3 Unchanged High 

45000 41301.54 39386.47 3.73E-01 4.95E-01 3 Unchanged High 

17300 19955.82 1865138 9.74E-02 •1.05E-01 3 Unchanged High 

5570 7560.21 6091.715 5.54E-01 1.12E-01 3 Unchanged High 

21300 22827.16 19427.01 6.94E-01 5.98E-01 3 Unchanged High 

10400 10448.85 11723.95 -4. 59E-01 -4.72E^1 3 Unchanged High 

34300 40372.62 36614.61 2,0OE-O1 -3.32E-02 3 Unchanged High 

8880 10351.69 10411.08 -2.1 3E-01 •4.35E-01 3 Unchanged High 

7300 10119.01 11094.61 -8.48E-01 -1.12E+00 3 Unchanged High 

15900 1953832 18885.03 -120E-01 -4.1 8E-01 3 Unchanged High 

8240 10586.53 1073639 -338&01 -7.00&01 3 Unchanged High 

18300 24766.14 22208.81 7.08E.02 -3.67E^)1 3 Unchanged High 

32200 37288.41 32766.75 3.70E-01 1-56E-01 3 Unchanged High 

7660 7511.766 7540.695 1.13E-02 339E.02 3 Unchanged High 

15600 13623.52 14209.6 2.07E-O2 2.14E-01 3 Unchanged High 

10600 1229437 13018.69 -335E-01 -6.11 E-01 3 Unchanged High 

12600 1528934 13946.74 1.32E-01 -1.48E-01 3 Unchanged High 

19600 23334.6 21408.92 130E-01 •1.24E-01 3 Unchanged High 

15100 21854.01 17912-92 3.81E-01 -1.53E-01 3 Unchanged High 

15700 24481.55 222573 -I^OE-OI -7. 62E-01 3 Unchanged High 

7990 1536038 12443.09 1.36E-01 -8.07E-01 3 Unchanged High 

12600 20093-07 150S9.7 5.78E-01 6.84E-03 3 Unchanged High 

19900 31381.43 24400.98 5.16E-01 -1.43E-01 3 Unchanged High 

9470 9023.678 10847.43 -6,38E-01 -5.69E-01 3 Unchanged High 

10900 14550.17 125453 2.51E.01 .1.72E-01 3 Unchanged Hl^ 

13100 12135.49 12699.84 •836E-02 1.53E-02 3 Unchanged High 

5630 5123.747 5677.337 -2.92E^1 -135E-01 3 Unchanged High 

30900 19440.2 25499.92 -4.27E-01 2.42E-01 3 Unchanged High 

12600 20383.13 16927.4 2.15E-01 -4.51E-01 3 Unchanged High 

3180 2757.252 3073.17 -2.52E-01 -4.77^02 3 Unchanged High 

32000 2852931 30318.47 -9.09E-02 7.66E-02 3 Unchanged High 

20900 25539.27 216303 439E-01 1.79E-01 . 3 Unchanged High 

2830 5523.561 4754318 .9.85E^)2 .1.07E+00 3 Unchanged High 

5200 8592.248 7316.667 2.64E-01 -2.06E-O1 3 Unchanged High 

16200 21778.05 19282-5 135E-01 -2.87E-01 3 Unchanged Wgh 

2330 2779.184 2580.924 7.98E-02 -1.72E-01 3 Unchanged High 

11000 17355.54 14598.96 1.70E-01 -4.8SE-01 3 Unchanged High 

26100 40579.46 37695.24 -1346-01 -830E-01 3 Unchanged High 

16200 14326.68 16494.24 -4.00E-01 -2.19E-01 3 Unchanged Kigh 

12300 20997.59 16406.16 3.97E-01 -3.76E-01 3 Unchanged High 

3930 5714.843 5285.193 •1.21E-01 -6.63E-01 3 Unchanged High 
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P467S1 


H12cd5 


P46701 


P12cd5 


P05387 


KOIcdl 


P05368 


F21cd1 


P05386 


F23cdl 


Q9Y254 


C08ef3 


Q9NWJ8 


A23gh3 


P08206 


OOBcdl 


P31949 


E09cd3 


P06703 


P17gh6 


P55735 


J04ef4 


P38384 


I06ef3 




H06ef2 


015532 


H16cd1 


Q13501 


J23cd4 


P35237 




P05121 




UUUOOf 


C14co7 


Q9K299 




P37108 


E21Cu2 


P49456 


E19cd2 


P4330B 


G15cd2 


P51571 


015gh1 




M17cd6 


07591 8 


JlOcdS 


PI 3500 


C15cd3 


Q 15356 


A09cd2 


PI 4648 


A13cd2 


PI 2236 


GOIefl 


Q00325 


K22ab8 


P32745 


NOIcdl 


P30626 


E13cd2 


Q01B26 


F1Bef6 


P21673 


D12cd1 


P34991 


G05cd3 


P23246 


B09cd2 


P35716 


C07cd2 


P35713 


E10eF4 


Q06945 


C05cd2 


P00441 


G20ef7 


P50502 


I18cd2 


Q9y5Y5 


P20^1 


P17600 


J06cd2 


043759 


GllcdS 


Q12962 


P19cd(2 


Q15763 


B20cd2 


P10599 


B23cd4 


PI 3472 


O02ef7 


P01253 


L129h1 


Q010B5 


C02cd2 


Q 15370 


J12cd2 


043680 


011cd2 


P21980 


016cd2 


P29401 


N15cd1 


060739 


001cd6 


U9N509 


I02gh7 


P00938 


M24cd1 






riWbo/ 


• r09C04 


P04687 


AOIcdl 




E04cd6 


PC 43 50 


F01gh6 


075347 


O08cd2 


075509 


L10@f3 




G16cd2 


PI 4625 


624cd2 






Q04917 


G06cd3 


P29312 


A01cd4 


P29312 


P12cd4 


014957 


617cd7 


P14793 


D01cd4 


P02248 


022gh1 


076069 


B12cd4 


Q9BZL1 


B17gh7 


P08670 


C24cd3 


P45880 


C16cd3 


Q9Y277 


C04cd4 


PI 7861 


Ol5cd4 


043670 


M04cd3 


Q07352 


N21er6 


Q15942 


M10cd3 


016659 


B17ef5 


075324 


605cd3 


Q9BYP8 


E16gh8 


P55291 


J01ab4 



ribosoni3tprolelnS9 8827.416 9710 15295.98 11278.38 7.93E-01 1.38E-01 3 Unchanged High 

ribosomal protein S9 9059.523 1790 5725.082 5525.B83 ^.62E-01 .2.34E+00 3 Unchanged High 

ribosomaJ proleln: large P2 1B511.14 12700 17775.72 15695.14 9.7BE^2 -3.87E-01 3 Unchanged High 

rftosonial protein: large: PO 17127.41 12400 19746.88 1643034 2.0SE-01 -4.64E-01 3 Unchanged High 

ribosomal prolein: large: PI 2228^298 1880 3134.529 2413.78 4.92E-G1 -2.46E-01 3 Unchanged High 

ring-box 1 2597.578 4260 3365.165 3408.892 3.74E-01 7.15E-01 3 Unchanged High 

roundabout homolog 4: magic roi 1969.602 3940 2093.279 2666.66 8.79E-02 959E^1 3 Unchanged Wgh 

SlOO caldum binding prolein All 38485.73 49800 31745.47 40017,88 ♦2.78E-01 3.72E-01 3 Unchanged High 

S1C0 caldum binding protein A1 8690.594 11100 5408.269 8466.714 -7.17E-01 3.20E-01 3 Unchanged High 

SlOOcaldiun binding protein A6 3403.146 4070 2088.478 3188.753 -7.04 E-01 2.60E-01 3 Unchanged High 

SEC13-like 1 (S. cerevlslae) 1595.152 1990 2352.541 2016.052 4.79E-01 2.32E-01 3 Unchanged High 

Sec61 gamma 5653.955 7820 7254.423 6908.432 3.60E-01 4.67E-01 3 Unchanged High 

selenoprotein T 2323.813 2440 1325.491 2230.091 -I.UE-KK) ^60E-01 3 Unchanged Hfgti 

selenoprotein W: 1 2678.843 2970 3918.44 3189.642 5.4gE-01 1.50&O1 3 Unchanged High 

sequeslosome 1 3214.395 3170 1164.17 2517.543 -1.47E+00 .1.82E-02 3 Unchanged High 

serine (or cysteine) proteinase in 4203.074 8180 2938.72 5105.477 •5.17E-01 9.60E-01 3 Unchanged Hls^i 

serine (or cysteinQ) proteinase In 4454.56 7280 9179.863 6972284 1.04E+OO 7.09E-01 3 Unchanged High 

servmconsUluent protein 2480.698 2660 2044.608 2393.46 -2.79E-01 9.80E-02 3 Unchanged High 

SH3 domain binding glutarnic 3d 14473.6 17100 13798.02 15134.74 -6.90E-02 2.43E-01 3 Unchanged High 

signal recogntUonpart!de14kO{ 24326.27 35600 24319.59 28082.56 -3.96E-04 5.49E-01 3 Unchanged High 

signal recognition part{de9kD 1874.967 2640 3141.422 2551 J2B 7.4S&01 4.93&01 3 Unchanged High 

signal sequence receptor; beta (I 4209.147 4610 5876.451 4898.581 4.81&>01 1.31E-01 3 Unchanged High 

signal sequence receptor: delta ( 2062.113 2330 2654.968 2349.29 3.65E-01 1.77E-01 3 Unchanged High 

sin3-assodated poJypepUde: 18k 2502.79 2610 2079.295 2396.002 -2.67E-01 5.83E-02 3 Unchanged hfigh 

small EDRK^ch factor 2 5927.595 7010 7926.059 6955.245 4.19E-01 2.42E-01 3 Unchanged High 

smafltndudble cytokine A2(mon 17077.97 38100 8786.323 21330.26 -9.59E-01 1.16E+O0 3 Unchanged High 

small nudearribonudeoproleinf 2743.428 2150 2819.855 2570.901 3.96E-02 -3.52E-01 3 Unchanged High 

small nudear rfbonudeoprotein t 899.6242 2800 2362.597 2021.429 1.3gE-K)0 1.64E+00 3 Unchanged High 

sOlule carrier fairily 25 (mitochor 7384.066 4760 6176.034 6107.995 -2.58E-01 -6.32E^1 3 Unchanged High 

solute carrier fanfly 25 (mitochor 5074308 3750 3779.577 4200.626 •4.25E-01 ^.37E<01 3 Unchanged High 

soitiatostalin receptor 3 4102.668 4170 4748.989 4340.964 2.11E-01 Z39E-02 3 Unchanged High 

soron 1895.592 2790 2280.297 2323.149 2.67E-01 539E-01 3 Unchanged High 

spedal AT-rich sequence bindinj 26449.32 41300 24225.61 30645.09 -1.27E-01 6.42E-01 3 Unchanged Hl^ 

spemiidine/spenrine Nl-acetyltn 8349.882 16500 6013.659 10275.93 -4.74E-01 9.80E-O1 3 Unchanged HI^ 

S-phase kinase-assodated prote 3072.601 2990 2396.506 2820.643 -3.59E-01 >3.80E-02 3 Unchanged High 

splldngfdctorproline/giutafninei 2694.629 2460 3348.423 2834.056 3.13E.01 •1.32E-01 3 Unchanged High 

SRY (sex detennlning region YH 5019.988 4860 2125.089 4001241 -1.24E+00 -4.71 E<)2 3 Unchanged High 

SRY (sex delenninlng region Y>l 2575.791 3100 2024.386 2565.998 .3.48E-01 2.66E-01 3 Unchanged High 

SRY (sex determining region YH 2299.474 2210 1636.067 2049.214 -4.91E-01 .5.59E-02 3 linchanged High 

superoxide disnuitasel: soluble 4439.342 4930 3239.195 4202.954 -4.55E-01 1.51E-01 3 Unchanged High 

suppression of tumorigenWIy 13 2307.599 2530 2358,117 2400.085 3.12E-02 1.35E-01 3 Unchanged High 

suppression of tumorigenidty 14 2358.28 2700 1494.856 2183.041 -6.58E-01 1.93E-01 3 Unchanged High 

synapstnl 1969.157 2220 2010.908 2067.417 3.03E-02 1.74E-01 3 Unchanged High 

synaplogyrim 14516.6 10700 10060.61 11775.53 -5J29&01 -4. 33E-01 3 Unchanged High 

TAF10RNA polymerase II: TAT> 5337.255 5080 3962^ 4992.528 <5.83&01 -2.26&01 3 Unchanged High 

t-complex-assodated-teslis-expn 2022.997 2890 2885.017 2600.459 5.12&01 5.16E-01 3 Unchanged High 

Ihioredoxin 11525.16 11900 6440.37 9965.777 -8.40E.01 5.00E-02 3 Unchanged High 

thymosin: beta 10 46982.91 74300 54263.48 58508,68 2.08E-01 6.51E-01 3 Unchanged High 

thymosin; beta 4: X Chromosome 23145.54 28000 16231.51 21783.42 -5.12E-01 1.66E-01 3 Unchanged High 

TtAI cytotoxic granule-assodale 2250.456 1770 2917.342 2312.331 3.74E-01 -3.47E-01 3 Unchanged High 

transcrtpUon elongation fadorB I 2616.595 3980 3919.327 3505 J84 5.83E-01 6.05E^1 3 Unchanged High 

transcription factor 21 1789.295 1790 3044.118 2209.014 7.67E-01 3.49E43 3 Unchanged High 

transglutaminase 2 (Cpolypeplid 3131 D79 3490 1857.596 2827.774 •7.53E-01 1^-01 3 Unchanged High 

Iransketotase (Wemtcke-Korsak< 3258.575 2040 2715.206 2671.504 -2.63&01 -6.75E-01 3 Unchanged High 

IranslaUon factor suit homolog 2671.935 3400 3868.727 3315.099 5.34E-01 3.50E-01 3 Unchanged High 

translocase of outer mitochondrij 2988.423 2450 3754.914 3062.809 3.29E-01 .2,89E-01 3 Unchanged High 

triosephosphaletsomerasel 5701.29 5820 8345.738 6622.243 5.50E-01 2.97E-02 3 Unchanged High 

tropomyosin 4 2636.256 2300 3755.882 2897.509 5.11E-01 .1.97E-01 3 Unchanged Hi^ 

tubulin: alpha 3 20220.03 14500 22303.88 18992.31 1.42E-01 -4.84E-01 3 Unchanged High 

tubulin; alpha: ubiquitous 15258.81 7840 22478.65 15193.76 5.59E^1 •9.60E-01 3 Unchanged High 

tubulin; beta: 4 2338.877 2990 1853.273 2394.89 •3.36&01 3.56E41 3 Unchanged High 

tubulin: beta; 5 7573.765 4430 3448.455 5149.498 •1.14E+00 -7.75E^1 3 Unchanged High 

tubulln-spedfic chaperone a 3000.065 3900 3275.629 3390.719 1.27E«01 3.77E-01 3 Unchanged High 

tumornecrosis factor receptor su 2245.338 4890 1881.231 3007.078 -2.55E-01 1.12E+00 3 Unchanged High 

tumor protein; translationaUy-con 39878.18 60800 48468.25 49731.11 2.81E-01 6.10E-01 3 Unchanged High 

tumor rejection anOgen(gp96)1 2185.187 2060 4905.342 3049346 1.17E+00 -e.69E-02 3 Unchanged High 

tyrosine 3-monooxygenase/tryplc 6584.565 5730 5558.974 5956.713 -2,44E-01 -2.01 E-OI 3 Unchanged High 

tyrosine 3.monooxygenase/lryptc 8621.322 8150 4562.366 7111.932 -9.18E-01 •8.07E-02 3 Unchanged High 

tyrosine 3-monoaxygenaseAryplc 5873.282 4670 2279.148 4275.506 -1.37E«00 ■329E-01 3 Unchanged High 

tyrosine 3-monooxygenaseflryplc 4562.964 1140 1520.2 2406.497 -1.S9E+00 -2.01 E+OO 3 Unchanged High 

ubiquinol-cytochromecredudasi 2728.765 3990 3332.422 3361.45 2,88E-01 S.49E-01 3 Unchanged High 

ubiqultlnA-52 residue rfbosomal 3536.225 1730 3258.439 2840.732 -1.1 8E-01 .1.03E+00 3 Unchanged High 

utdqultlnB 2753.942 4430 4152.235 3779.352 5.92E-01 6.86E-01 3 Unchanged High 

ubkjuitin-conjugaling enzyme E2 2001.252 1980 2223.574 2068.646 1.52E-01 .1.46E-02 3 Unchanged High 

ubiquilin-iike 5 4339.474 9100 5279.835 6239.513 2.B3E^1 1.07E+00 3 Unchanged High 

vimenUn 5940.876 8720 17783.4 10813.94 1.58E+00 5.53E-01 3 Unchanged High 

vdtage-dependent anion channe 7005.537 7280 4756.179 6347.014 -S.S8E4)1 S.49&02 3 Unchanged High 

voltage-dependent anion channe 1863.424 2210 2573.885 2216.75 4.66&01 2.4BE-01 3 Unchanged High 

X-box binding protein 1 3398.455 1600 2040.224 2347.333 -7.36E-^1 -1.08E+00 3 Unchanged High 

zinc linger protein 207 3338.117 3170 3176.631 3226.643 -7.1 5E-02 -7.67E-02 3 Unchanged High 

zinc finger protein 36; C3Htype-l 6097.384 5750 4958.224 5601.518 -2.98E-01 -8.49E-02 3 Unchanged High 

zyxin 2570.21 2070 2519.748 2387.987 -2.86E-02 -3i»E-01 3 Unchanged High 

mitogen-aoth/ated protein kinase 144.5425 Ut 100.0111 128.6073 -532E-01 -3.51 E-02 1 Und^angedLow 

stannin 131.7242 172 100.0655 134.7009 -3.97E-01 3.88E-01 1 Unchanged Low 

Iceraiinassodated protein 17.1 176.4958 174 lOaiOII 150.0893 •8.18E-01 -2.33E-Q2 1 Unchanged Low 

cadherin 15; rvNradherin (myotut 158.7215 128 100.3297 128.6583 -6.62E-01 -3.16E-01 1 UndiangedLonr 
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A08el2 


pre-mwiA spiiang factor 1 / 


150.1968 


130 


107.6187 


Q14012 


B06cd3 


caIcfLdTi/'calmoduIin*ciependent pi 


113.9231 


135 


107.6204 


P98179 


612cd1 


RNA bifKling motif protein 3 


140.1358 


93.2 


107.7553 


Q13223 


E10ab5 


BRF1 h(unolog; subunit of RNA f 


150.0469 


115 


107.7557 


P55198 


N09ab7 


myeloid/lyniphdd or mlxecMineaf 


180.7113 


122 


107.7762 


P46459 


G02ef1 


H^ytmaielmide-sensitive fada 


138.9363 


95.7 


107.8044 


P34969 


(21ef1 


54iydroxytryptanvne (serotonin) i 


218.7666 


181 


107J181 


Q14667 


IW2gh1 


KlAAOlOO gene product 


105.9471 


222 


107.8612 


Q92B30 


J14cd8 


6CN5 general conlrol of antino-£ 


129.4527 


106 


107.863 




P14cd2 


RNA binding motif protein; Y chrc 


112.3917 


153 


1075125 


043252 


JOIcdS 


3'-phosptK>adenosine 5*-phosplv 


194,4946 


188 


107.9154 




G09ef3 


seven transmeml)rane protein It 


138.0932 


237 


107.9463 


UbUolO 


E20ab6 


core-binding factor runt domain: 


489.0924 


48.1 


107.9969 


P02261 


019cd4 


H2A histone famity; metvber C 


145.0821 


84.1 


108.023 


Q14701 


F18ef7 


DIMA cross-ilr^ repair 1A (PS02 


119.2486 


307 


108.208 


Q9P025 


A04ef8 


HSPC135 protein 


160.3109 


135 


1082493 


P06702 


012ef7 


SI 00 calcium bindBng protein A9 


144.7319 


163 


108.2576 


Q9Y5Q9 


P05cd7 


general transcription Cactor IIIC: t 


138.644 


220 


108.3524 


PI 9075 


O20cd2 


transmembrane 4 superfamiiy mi 


129.5468 


103 


108.6355 


060905 


Bi6cd4 


sperm associated antigen 9 


110.7683 


139 


108.6913 


Q13322 


F24ef5 


growtfi factor receplor-4)ound pro 


120.8593 


115 


108.7182 


Q9UQ09 


LOIghl 


KIAA0470 gene product 


190.3667 


103 


108.9005 


P570S3 


J20gh6 


H2Q tiisione family; mender S 


113.6057 


199 


108.9238 




J03ab8 


kaOilcrein 6 (neurosin; zyme) 


197.2979 


130 


108.9308 


P09960 


F21ab6 


leuicoMene A4 hydrolase 


96.36818 


165 


109.0526 


Uvriorll 


O02gh5 


pepSde deformylase-Ske protein 


138.0653 


91 


109.0612 


P55082 


LISab? 


microiibrfnar-assodaled protein ; 


121.4467 


124 


109.134 




801 gh3 


trintelhyllysine hydroxylase: epsll 


174.7559 


81.6 


109.1442 




KlOcdS 


Qolgi SNAP receptor c(Mnp)ex me 


107.5878 


143 


109-1657 




M15ab6 


basic transcrlpllon factor 3; like 2 


126.6543 


120 


109.1942 




H0Sgh7 


UL16 binding protein 2 


133.6731 


245 


109.2193 




O20af2 


PCFllp homolog 


205.6752 


80.3 


109.2409 


Q12987 


E036f4 


aCKUC o2 KOa prOtSn mRNA 


1^.1136 


117 


109.4318 




uifaaod 


UcALIrn (Asp'GIUnAia-ASprrilS) C 


17d.o9B3 


124 


109.4356 




B193b2 


alkytatlon repair; atkB liomolog 


105.5189 


143 


109.4797 


P43250 


woaxy* 


G protein-coupled receptor kinas 


1 Z0.3o79 


113 


109.4644 




L036f4 


uoiQUiiin 1 


122.0111 


141 


109-5522 


094905 




chrorrosome 8 open reading frar 


1 27 .8659 


107 


109.6202 




KOicdo 


rHidear fragile X mental relardaU 


157.4757 


87.6 


109.6295 


P25189 


nm ahR 

uuiaop 


myeUn protein zero (Charcol'Mai 




132 


109.6859 




Ml 1ab2 


adaptor-related protebi complex 


208.^83 


187 


109.8204 


015230 


D16cd8 


laminin. aipna o 


111.664 


141 


109.8469 


P52294 


JIOabG 


karyopherin alpha 1 (Importinalp 


178.7513 


169 


109.9631 


UOUDOO 


M03c(B 


TArZ fviA polymerase ii: tata 


123.6244 


111 


110.0571 


P1 1686 


Jt^cdl 


surfactant; putnwnary-associatec 


135.0267 


117 


110-0847 


Q9NWB6 


P03Qh2 


hypothetical protein FLJ10154 


1 74.7789 


75 


iin i'v\R 

i lU. lOUD 


Q9H028 


E229h8 


histone deacetytasa 10 


107.5034 


138 


110.1585 


Q9UMZ2 


022cd7 


API ganvna subunit Unding prot 


120.2821 


119 


110.2219 


P24752 


C15ab2 


acetyl-Coaizyme A acetyttransfe 


216.1409 


114 


110.2562 


PI 1230 


B08ab3 


chollner^c receptor; nicotinic: be 


106.1774 


151 


110.2999 


014977 


018ef2 


ornithine decartwxytase anfizymr 


119.9172 


129 


110.3 




ElSefS 


T ceil receptor beta tocus 


139.7091 


844 


110J287 


P56937 


N08ef2 


hydroxysteroid (17-beta) dehydrc 


227.1137 


74.5 


110.3428 


075299 


B21ab7 


IdnesJn fairtiiy member C3 


113.15 


128 


110.3535 


P16219 


C09ab2 


acyt-Coenzyme A dehydrogerias« 


109.4688 


136 


110.3636 


Q9NZ48 


J20gh3 


uncharacterized hematopdetic si 


1 125665 


189 


110J3995 


Q9P163 


LIOqM 


hypothetical protein PR02521 


101.1317 


159 


110.4184 


Q9BVT8 


I07gh8 


hypothetical protein MGC5442 


1353302 


137 


110.5044 


099933 


E02ef6 


BCL2-assodated alhanogene 


119.7332 


115 


110.533 


014645 


M12cd3 


dyndn; axonemal: Kght Intermedi 


164.1808 


207 


110;S493 


Q9BRR9 


EOlghS 


Rho GTPase acth«tlng protein 9 


120.3646 


lis 


110.5608 


Q9Y3E7 


J19el2 


CGM49 protein 


158.4397 


202 


110.6074 


P46976 


C09ab6 


glyoogenin 


127.6502 


117 


110.6815 



138.5613 
137.5011 
113.8227 

117.597 
116.8527 

112.876 
143J)354 
119.3624 
112.8868 

153X167 
117.8557 
115.3792 
124J364 
116.6438 
123.6298 
119.7985 
212.6497 
114.5075 
126.8971 
1503287 
121.8016 
116.7347 
116.7128 

129.259 
118.8965 
113.6891 
124.3969 
136.7788 
114.1635 
169.3507 
145.1863 
114.5758 
124.4395 
163.4169 
160.8518 
215.0608 
112.4051 
178.2467 
134.6437 
138.5985 
155.7377 
113.7491 
119.4574 
114.7351 
134.0152 
140.5964 
145.5667 
130.2822 
112.7249 
118.1545 

121.828 

119.983 
118.5076 
162.5485 
131.7517 
119.3623 
136.6656 
119.4385 
114.2814 
124.0398 
114.8261 
118.2396 
117.3068 
168.4738 
120.9363 
152.7331 
114.8794 
121.0017 
119.9579 
118.4626 
116.5626 
146.8035 

122.607 
119.7625 
364.6946 
137.3284 
117-1803 
118.69 
137.2614 
123.4514 
127.7419 
115.0469 
160.4204 
115.1711 
157.1607 
1185706 



-6.06E-01 
-7.83&01 
-3.53E-01 
-i81&01 
-1.81E-01 
-3.94E-01 
■7.85E-01 
.2.85E-01 
•3.54E-01 
•557E-01 
-3.48E-01 
-153E^1 
-1.07E-01 
•2.04E-01 
•3.96E-01 
.1.27E-01 
-1.32E+00 
.2.05E-01 
1.08E-01 
-7.21E-01 
2.21 E-02 
•3.05E-01 
.1.40E-01 
-4.81 E-01 
-8.21 E-02 
-3.79E^1 
-4.78E-01 
-7.46E^>1 
•3.66E-01 
.1.02E-K)0 
258E-02 
-2.63E-01 
-5.87E-02 
-8.50E-01 
.3.55E-01 
-2.185+00 
-4.26E-01 
.1.40E-01 
-5.67E-01 
.4.19E-01 
•3.56E-01 
.2.54E-01 
-2.73E-02 
.1.53E-01 
-8.06E-01 
-6.07E-02 
-857E.01 
1.78&01 
.3.40E.01 
-1.54E-01 
-6.79E-01 
2.10E-02 
-2.14E-01 
-2.91 E-01 
-9.13E-01 
•2.72E-01 
-6.91 E-01 
5.32E-02 
-1.37E-01 
-1.S5E-01 
.2.22E.01 
-5.22E-01 
-1.13E.02 
-9.28E-01 
-2.63E-02 
-7.01 E-01 
-1.68E-01 
-3.05E-01 
-6.66E-01 . 
3.52E-02 
•126E-01 
-9.71 E-01 
5.50E-02 
-1.21 E-01 
-3.41E-01 
-1.04E+00 
-3.61 E-02 
1.17E-02 
-2.eOE-02 
1.27E-01 
-2.95E-01 
-1.15E-01 
-5.71 E-01 
-1.23E-01 
-5.18E-01 
•2.06E-01 



-123E.01 
.5.57E-01 
-4.62E-01 
-1.31 E-01 
4.36E-02 
-5.87E-01 
-3.89E-01 

.5.19E-01 
3.28E-01 
-2-89E-01 
2JS6&Q2 
4.10E-01 
-3.60E^)2 
-1.88E.01 
2.15E-01 
-1-35E-02 
-1.33E-01 
8.01E-01 
-9.00E-02 
5.23E-01 
.2.72E-01 
6.42E-02 
-2.09E-01 
2.46E-01 
-5.89E^)1 
-3.79E-01 
-5.69E-01 
-5.37E^)1 
-2.70E-01 
1.07E+00 
-2.83E-01 
4.45E-01 
-5.02E-02 
7.76E-01 
-3.35E+00 
-7.87E-01 
1.37E+00 
-2.44E-01 
1.70E-01 
6.68E-01 
.3.30E.Ot 
3.27E-01 
-7.64 E-02 
.8.89E-01 
8.11 E-01 
-5.97E-01 
g.44E^1 
-6.01E.01 
2.a7E^2 
-1.10E+O0 
4.12E-01 
-8.18E-02 
8.73E-01 
-1.36E+O0 
-1.81E4)1 
-5.13E-01 
4.42E-01 
.9.10E-02 
2.04E-01 
.2.57E-01 
-8.46E-01 
2.52E-01 
•1.62E-01 
3.35E-01 
•7.70E.02 
-1.56E-01 
-2-19E-01 
,-1.22E+00 
3.57E-01 
-1.32E-02 
•9.23E-01 
5.11E-01 
1.06E-01 
2.59E+00 
-l.eiE+OO 
1JBE-01 
3.16E-01 
7.46E^>1 
651E-01 
1.76E-02 
-5J5aE-02 
3.31E.01 
.7-10E-02 
354E-01 
.1.21E-01 



\ Unchanged low 
i Unchanged t.ow 
i Unchar^dt.ow 

Unchanged Low 
\ Unchanged Low 
t Unchanged Low 
I Unchanged Low 
I Unchanged Low 
i Unchan^Low 
i Unchanged Low 

Unchanged Low 
I UndiangedLow 
! Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I UrKtianged Low 
I Unchanged Low 
I Unchanged Low 
I UnctangedLow 
I Unchanged Low 
I lAichanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged L.tnw 
I Unchanged Low 
i Unchanged Low 
I Unchanged Low 
I Unchanged lu)w 
1 Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchar>ged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unctianged Low 
i Unchanged Low 
t Unchanged Low 
I Unchanged Low 
I Unchanged Low 
t Unchanged Low 
1 UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
t UnchangedLow 
I UnchangedLow 
t UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I Unchanged Ljow 
I UnchangedLow 
I UnchsigedLow 
I Unchanged t-ow 
I Undianged Lx>w 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UndiangedLow 
I UnchangedLow 
I UnchangedLow 
t UnchangedLow 
I UnchangedLow 
t Unchanged Lew 
1 UnchangedLow 
I UnchangedLow 
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075928 COIcdS Protein Inhibitor of activated STA 98.84393 

Q9NX63 Iiegh2 hypothetical protein FLJ20420 123.3725 

Q9UBS0 I20cd2 ribosoinal proteiR S6 kinase: 70K 186.953 

Q15185 FIBcdB unadlve progesterone receptor. : 169.4269 

060516 J18cd3 eukaryoUc IransJaUon IniUatlon fa 104.3739 

Q16651 J01ab8 protease; serine: 8 (proslasln) 334.0498 

P4B786 E22cd2 troponin 1; skeletat; fast 121.3602 

Q01968 N08ab7 ocutocerebrorenal syndrome Of L 169.0079 

Q9H6Z6 L11gh7 bypomeUcalprotetnFL)2162a 115.1546 

Q9NQ55 B01gh4 peter pan honwiog (Drosophlla) 122.449 

095359 A24gh1 Iransforming; addic c(»*led-cotl a 108.2194 

P011B9 I15ab8 prooplomelanocorlin (adrenocort 145.0634 

Q9y525 G13cd8 v-msf muscutoaponetirollc fibros 119.023 

Q9UHC9 L09cdB NPC1 (Nlemann-Pick disease; ty 107.7403 

QSHBT2 P14gh7 hypotfieHcal protein PP1057 147.5097 

000219 M22ef1 hyahifonan Synthase 3 224.5087 

P22735 MIBcdl transglutanifnase 1 (K pofypepUtf 136.6808 

015388 A11ab4 sialic add binding )g-(lke lectin 6 105.2847 

095389 J01cd4 WNT1 inducible signaling palhvw 134.8825 

Q06190 D21ab8 protein phosphatase 2 (formerty : 134.6973 

P50226 C03cd3 sulfotransfeiase famity; cytosolic 147.6874 

016632 NiOabS general ttanscripUon fiador tllC; r 120.7982 

P54762 A24ef7 EphBI 107.3397 

Q15269 ElScdf PWP2 periodic tryptophan prole) 125.0668 

014495 H10cd3 phosphatidic add phosphatase t^ 120.761 

Q9P0UO N24ef3 PC326 protein * 152.5639 

P50120 J02ab8 relind binding protein 2; cellular 231.806 

Q9UHR0 OOSghl G protelrhcoupied receptor kinas 111.83 

Q13977 A12ef1 cerebellar degeneralion^rdated r 105.2052 

P51592 C18cd8 signal transducer and activator o 126.7779 

P51164 N12ab2 ATPase; H^-*^ exchanging: beti 136.4695 

Q9NXH3 C02gh2 protein phosphatase 1; regulator 113.3081 

C04gh7 ER to nucleus signalling 2 1 1 2.9203 

P16435 G16ef6 P450 (cytochrome) oxidoreducta: 110.2003 

E05Qh6 hypothetical protein lylGC5338 1 1 6.151 1 

Q02080 L03ab7 MADS box transcription enhance 138.6124 

Q15334 J06ab7 lethal giant larvae homolog 1 (Or 123.3076 

P10636 J13ab7 microtubule-assodated protein l£ 115.8818 

Q9Y4i6 A01gh2 zinc finger protein 6 (CMPX1) 138.8767 

Q9UHY7 PIBfiM E-1 enzyme 108.9217 

014147 K04gh1 DHAD/H (Asp^lu^a-Asp/Hls) t 117.5358 

095880 N06gh4 KIAA1 51 3 protein 168.2097 

Q15013 J23ef3 genepredldedfromcONAwlha 104.556 

Q9P1E2 E01gh4 hypothetical protein PR0221 9 138.6039 

P07203 H23ef1 glutathione peroxidase 1 120.5127 

Q13206 H407ab5 DEACVH (Asp-Glu-Ala-Asp/Hls) t 140.5274 

015085 L15ef3 Rho guanine nucleoOde exchang 121.8405 

P48426 C07cd1 phosphatidyKnositoM-phosphate 232.9191 

09NRQ2 K20gh4 phospholtpfd scramblase 4 126.2397 

043171 B24cd3 CDC 14 cell division cyde 14 hon 126.784 

Q9HB90 M02gh5 RagCprolela 132,9037 

Q9H733 121 gh5 single Ig IL-1 R-related molecule 113.5449 

P43353 C06ab2 aldehyde dehydrogenase 3 faml 141.7651 

01 5053 G14gh1 KIAA0040 gene product 111.1705 

P22301 H01ef7 inteiteuidnlO 174.8595 

Q9BW47 N12gh5 chromosome 20 open reading fte 125.8289 

P21917 M03ab6 dopamine receptor D4 158.6974 

Q9y6K5 M19cd1 2*-5'-oH9oadenylate synthetase 3 127.2648 

Q9Y2A4 N22cd5 KmppeUtype zinc finger (C2H2) 136.0949 

016880 A16cd3 UDP glycosyl transferase 8 (UDP 112.9309 

095747 D09cd5 oxldative-stress respondve 1 113.39 

P25106 L12ef4 G protdn-coupled receptor 100.7123 

H23ab6 immunoglobulin superf amity; mer 102.6971 

P45964 L10ef5 nitogen-adlvated protein Mnase 139.4168 

Q9NPF7 I03ef3 inteiieuldn 23;alpha subunUpig 98.83593 

Q9tJH94 L07cd8 proJaclin regulatory element bind 140.4102 

Q15S59 F05cd2 T-ceU acute lymphocytic leuVemh 131.4974 

Q9UGH0 C02cd8 solute earner family 17 (a«on/su 98.73308 

015544 J13cd2 TAF1 1 FlNA polymerase It; TAT;» 117.4634 

OC0628 N24ab7 peroxisomal biogenesis fador 7 156.16 

043241 F07db5 gdgi autoanttgen; gdgln subfam 123.9421 

Q9Y6N1 M14ab4 C0X1 1 honmlog; cytochrome c c 127.1203 

Q9UHXS 001 ef4 HT002.protein: hypertenslon-rels 98:26523 

001664 A02cd2 transcription factor AP-4 (adivati 268.3453 

Q9BUI1 003gn5 leukocyte receptor duster (LRC) 112.2417 

Q9H8L5 Ii417gh4 AD023 protein 103.9999 

Q9t^XV2 N08gh2 hypolhelical protein FLJ20040 126£847 

015424 DOBcdl scaifold attachment lador B 134.9613 

P26440 F06ab6 isovaleryf Coenzyme A dehydrog 178.7093 

060264 J11cd3 SWl/SNF related: matrix assoda 105.7775 

Q1S266 K07crf7 RAB35; member RAS oncogene 138.2766 

Q9UGK0 I10ef4 DIPS protein 303.2745 

Q92960 JOScdS putative protein similar to nessy J 142.089 

099726 M06cd3 solute carrier famlty 30 (zinc Iran 112.8008 

P01111 017ab8 neuroblastoma RAS viral {\^as) 123.6283 

Q92S74 G13cd3 tuberous sderosis 1 109.8519 



173 110.7288 

159 110.8068 
155 110.8188 

72.3 110,8534 
147 110.9085 

125 110.9253 
110 110.9357 

95.9 110.9507 

126 111.0337 
120 111.0627 
139 111.0999 

90.4 111.1389 

141 111.1934 
138 111.3741 

98 111.4385 
89 111.4539 
91 111.5589 
147 111.6016 
94 111.6123 
102 111.6192 
101 111.8328 
116 111.85 
168 111.8869 
107 111.8713 

109 111.9087 

101 111.9543 
217 111.9639 
151 111.9778 

180 112,0477 

100 112.0645 

112 112.2007 

127 112.2521 
125 1122701 

132 112.2899 

137 112.3522 
too 112.3745 

110 112.3893 

142 112.4092 

102 112.4376 
134 112.5485 
119 112.7866 
104 112.9115 
198 113.0807 

107 113.1066 

114 113.1788 

92.5 113.1804 

111 113.2492 
163 113.2533 
116 113.2B49 

113 113.392 

138 113.4299 
137 113.4753 

101 113.5244 

146 113.5775 

108 113.5877 

154 113.6231 
151 113.7899 
142 113.9993 

133 114.1396 
133 114.1612 
123 114.2384 

147 114.2482 
145 114,3219 

88 114.3405 

182 114.4153 
106 114.4158 
111 114.5482 
158 114.6616 
123 114.6792 

96.9 114.7281 
104 114.8381 
100 114.6993 

155 114.9242 
68.7 115.0377 

115.039 
115.0443 
147 115.1386 
92.7 115.1845 

115 115.2412 
132 115.2498 

183 115.3443 
172 115.4096 

181 115.4166 
121 115.4854 
108 115.5932 
128 115.7107 



127.4786 1.64E-01 

131.146 -1.55E-01 
150.9199 .7.54E-01 
117.54 -6.12E-01 
120.8526 8.76E-02 
190.1399 '1.59E+00 
114.1376 -1.30E-01 
125.3025 -6.07E^)1 
117.2667 -5.26E^2 

117.676 -1.41E-01 
119.4824 3.79E-02 
115.5442 -3.84E-01 
123.6546 -9.82E-02 
118.9021 4.79E^2 
lia9743 -4.05E-01 

141.641 -l.OIE+OO 
113.1407 .Z95E-01 
121.3043 8.41E-02 
113.4959 ♦2.73E-01 
116,2494 •2.e9E^\ 
120.0792 •4.01E-0f 
116.1383 .I.IIE^I 
129.1191 5.96E-02 

114.654 -1.61E-01 
113.9808 -1.10E-01 
121.9267 -4,47E-01 
187.0028 .1.05E+C0 
124.9147 1.91^-03 
132.4319 9.09E-02 
112.9412 -1.78E-01 
120.3347 -2.82E-01 
117.6836 .1.35E-02 
116.8658 -8.33E-03 

118,227 2.71 E-02 
121.7814 -4.80E^2 
117.0502 <3.03E-O1 
115^9 *1.34E-01 

123.46 ■4.39E-02 
117.8247 -3.0SE^1 
118.5336 4.73E^ 
116.4348 -5,95E-02 
128,5046 -5.75E-01 
138.6918 1,13E-01 
119.6889 >2.93E*01 
115.6519 >9.08E-02 
115.4153 •3,12E-01 
115.3055 -1.05E-01 
169.6778 -1.04E-K)0 
118.4782 -1.56E-01 
117.8862 -1.61E-01 
127.5658 -2.29E-01 
121334 '8.84E.04 

118.734 -3.2ie^1 
123.496 3.09E-O2 
132-021 -6.22E-01 
131.1841 -1.47E-01 
141.2355 -4.80E-01 
127.6931 .1.59E-01 



127.5854 
119.9407 
118.7318 
120.5368 
120.6924 
113.914 
131.5891 
120.3231 
116.9991 
123.6748 



.2.54E^1 
1.56E-02 
1.0aE^2 
1.82E-01 
1.S5E-01 
.2,86E-01 
2.11E^1 
■2.95E-01 
.1.99E-01 
2.16E^1 



118.4317 -3.48E-02 
122.588 -4.45E-01 
114.422 -1.10E-01 
114.0578 -1.46E-01 
122.8348 ^26E-01 



125 
137 



150.0321 
117.3611 
118.5457 
129.6462 
114.2781 



1,22e+00 
3.55E-02 
1.46E-01 
>1.3BE-01 
■.2.29E-01 



136.2534 ^.33E^1 
117,7402 1.24E-01 
145.6 -2.62E-01 
196.7868 -1.39E+00 
145.2003 -3.O0E-O1 
116.3247 3.39E-02 
115.8829 -9.70E-02 
117.8303 7.50E-02 



B.06E-01 
3.6eE-01 
.2.71E^)1 
-1,23E+00 
4.97E-01 
-t.41E+00 
•1.40E-01 
-8.17E-01 
1.2SE-01 
-3.50E-02 
3.B2E-01 
«6.82£-01 
2.42E-01 
3.53E-01 
-5.90E-01 
.1.34E+00 
-5.89E-01 
4.82E-01 
-5.21E-01 
•3.98E^1 
SJS2B0i 
•6.14E-02 
6.48E^1 
-2.25E-01 
-1.44E-01 
-5.91 E-01 
.9.36E-02 
4.33E-01 
7.75E-01 
-3.43E^1 
-2,81 E-01 
1.70E-01 
1.51E4)1 
2.62E-01 
2.36E-01 
•4.69E-01 
-1.62E^)1 
Z94E-01 
•4.43E-01 
3.00E-01 
1.76E-02 
-6.8BE-01 
9.22E-01 
•3.69E-01 
-8.igE-02 
-6.03E.01 
.1.37E-01 
-5.16E-01 
-1.23E-01 
-1.60E-01 
3.71 E-02 
2.71 E-01 
.4.90E-01 
3.91E-01 
-7.00&01 
2.92E-01 
-6.96E-02 
1.56E-01 
-3.82E-02 
2.33E.01 
1.12E-01 
5.42E-01 
4.98E-01 
-6.64E-01 
8.77E'01 
-4.04E-01 
-2.45E-01 
6.75E-01 
6.82E-02 
^.89E-01 
-2.46E-01 
-3.44E-01 
6.60E-01 
-2.01 E+00 
1.53E-01 
3.93E.01 
2.16E-01 
.5.42E-01 
-6.38E-01 
3.22E-01 
4.06E-01 
-8.21 E-01 
3.50E-01 
9.75E-02 
-1.90E^1 
2.20E-01 



1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Ijjw 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 tJnchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Und^ngedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UhchangedLow 
1 Unchanged Low 
1 UnchmgedLow 
1 Uruiianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
t Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
1 Und^gedLow 
I Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
t Unchanged Low 
I Unchanged Low 
t UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I UndiangedLow 
I Unchanged Low 
I Ur)changed Low 
I Unchanged Low 
I Unchanged Low 
i UndiangedLow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
\ Unchanged Low 
! UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I Unchanged Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
! Unchanged Low 
I Unchanged Low 
I UndiangedLow 
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P15106 
Q9NWX5 
Q9Y6B7 
Q9Y4F1 
Q06710 
Q9H6N1 

Q14106 



Q9H6F5 
Q14373 
P20393 
P36915 
095109 
Q9NVS2 
092950 
Q14977 
Pi6l06 
Q9V3C1 
P37287 
Q9UJGS 
Q9UNE2 
Q14123 
016206 
QgNWTI 
Q12756 
P282eS 
P05198 
Q9H0V9 



095498 
Q9H1E1 
OSNVaa 
Q9Y310 
P48382 
P52733 
Q9NRW1 
015298 
Q9NUN5 
Q07699 
P27701 
Q9UER5 
QBTAC6 
Q9NRW9 
095147 
013895 
P31645 
P51511 
015154 
Q00007 
P55822 
014442 
P54792 
P42336 
09UMO3 
Q9UPY5 
P19113 
095394 
P22557 
Q9Y3A2 
Q9H5J4 
P16083 
QS9819 
075569 
015038 
Q9HBHS 
P41231 
015397 
Q9UDY8 
095819 
Q12999 
P25440 
P20827 
Q9H6S2 
P31483 
Q9BSM8 
P36897 
Q9aMR9 
092560 
Q9NWU1 
Q926S6 
095235 
013202 
PI 1277 
095397 



C01gh7 
Q24gh2 
M0Sab3 
J04cd5 
M14cd3 
J17gh5 
K09oh3 
H20cd8 
B02ef4 
0l7effi 
I21gh6 
O04ab3 
604e^ 
OOlabS 
G02cdd 
I24gh3 
BOScdS 
C04ab7 
O04gh6 
N18ef2 
Cllefl 
GOSeH 
615cd6 
A17«»1 
P03ab2 
02l8fi2 
C05at>3 
BIQabS 
GOSabS 

MIOefl 
A13cd5 
JOIghS 
H0l9h3 
FOScdS 
OOScdl 
K04cd3 
G23ef3 
A02ab3 
D14flh3 
L03cd1 
FlOabS 
O02el3 
I24gh7 
Ktegh4 
01Scd7 
A19ef7 
N03ef5 
N17ef7 
Ollcdl 
E17ef6 
L08cd2 
UOabS 
L04ab4 
A03ef6 
615ab3 
M04ef3 
H01ef$ 
B16ef3 
A14ab2 
G10ef2 
iOSghS 
E15ab8 
D02ab2 
F06cd3 
F12ef7 
KOggM 
C22ab8 
DOIcdG 
C17cd7 
E22cd5 
JOIefS 
D07cd2 
H21e<7 
P20gh6 
L20ef4 
GISghd 
F04€f5 
EOSen 
G11ab3 
O053h2 
N14ab8 
M24ef3 
E21ab5 
m2aA\ 
PlSefl 



H3 htstone family; mfimber I 134^4 
hypottieUcal protein FU2054a 118.1581 
adamor-felatedproldn complex- 217.B572 
PERM; RhoGEF(ARHGEF) end 108.6215 
paired box gene 8 1 20.1 357 

hypolbeUca) protein FU22056 214.4909 
bomotog of mouse BMP-2lnducB 1113034 
transducer of ERBB2: 2 117:9634 
zinc finger prolein 223 1 1 9.1221 

InsUWlke growth factor Irecepi 106.3434 
bypolhellcal protein MGC2574 120.5097 
galactose-1 -phosphate uridylylln 157.7476 
nudear receptor stibfamtty 1 : gro 107.1 138 
guanine nudeoUde binding prote 120.9306 
chroniosome 20 open reading fts 143.5728 
nilochondrialn'bosoflna! proteins 117^573 
CUG triplet repeat; RNA binding 109.6676 
SP1 10 nuclear body protein 107.0969 
H3 histone farrily; mender A 94.76745 
hypothetical protein HSPC1 1 1 145.1935 
phosphaHdyfinositol glycan; das! 132.5354 
SEEK1 protein 102.5149 
rabphilln 3A-«ke (without C2 donr 1 10.3023 
phosphofiesterase 1C; calmodul 121.3078 
cylQsoJrc ovarian cardnoinaant!( 116.5163 
hypotheHcsl proldn FLJ20$24 1 16.0517 
axonal transport of synapUcvesk 138.4398 
ATP-blnding cassette; sub-famity 140.4464 
eukaryotte translation Initlatton fa 1 15.5074 
hypothetical protein OKFZpS64L- 128.832 
Inlerferon-induced protein 35 258.0737 
vanfr»2 109.7731 
ribonudease 7 109.332 
hypothetical protein FU10871 108.5849 
SnRNP assembly defecUve 1 hot 1 1 9.9305 
regulatory factor X; 5 (influences 191 .51 42 
rinc finger protein 140 (done pH 136.6586 
RAB6B: member RAS oncogene 1 00.578 
basic leucine zipper nudear facta 266.8887 
hypothetical protein FUl 1240 1 14.S392 
sodium channel; voUage^ed; I 1 16.5431 
kangall (suppression of tumorig 116.2761 
TNF4nduced protein 104.9755 
diromosome 11 open reading frs 117.4257 
angiotensin II; type I receplor-as* 1 36.6357 
dual spedfidty ptiosphalase 14 1 81 .9968 
bystin-fike 108.0232 
sdule carrier family 6 (neurotrai» 114^64 
matrix melanoprolelnase 15 (mer 122.9018 
pericentrlolarmatertal 1 127.8378 
protein phosphatase 2 (formerfy ; 108.364 
SH3 domain binding glutarrilc ad 1 31 .71 89 
pbosphalidyttnosltd glycan: dasj 121.0635 
dlshevdied: dsh homolog 1 (Oro: 128.677 
phosphdnosUide-3>kinase: catah 1 01 .0905 
BarH-lIkehomeobox2 ' 99.5713 

sohjte carrier family 7; (caUonic s 173.9407 
histicSne decarboxylase 1 1 1 .9277 

N-acelylolucosanilne-phosphate 124.8164 
amlnolevullnale; delta-: synthase 202.1179 
C6I-94 protein 108.7497 
iong-chain fetly^cyf elongase 135.01 19 
riAO(P)H dehydrogenase; quinoi 154.7986 
Rho GDP d/ssodalion Inhibitor (I 125.7962 
proldn kinase; interferon-lndudb 100.3086 
serine/Sarginine repetitive matrix ; 125. 1 9 
PAN2 protein 102.0601 
purinergic receptor P2y: G-prole 131 .9219 
RAN binding protein 8 114 .5925 

mucosa associated lymphoid liss 1 14.4769 
mitogen-adh/ated protein kinase 92.42403 
sarcoma amplified sequence 1 1 4.9397 
bromodomain containing 2 1 ^ 6.6707 
ephriivAl 298.0458 
hypothetical protdn M6C4171 129.5733 
TIA1 cytotoxic granule-assodale 105.4425 
hypolheUcai protein MGCIO812 148.2279 
transforming growth faclon beta I 115.7567 
YWEl'iike 1 (S. cerevisiae) 256.0314 
BRCA1 assodated protein- 1 (uU 101.36 
hypothetical protdn FIJ20^4 99.76081 
Rab geranytgeranyitransferase; t 222.7157 
apdipopnotetn U 3 106.592 
dual spedfidty phosphatase 8 146.3963 
spectrin; beta; erylhrocyflc (Indt* 1 12.72 



putative glyccilipid transfer protel 99.78538 



118 115.868 
112 115.9919 
170 116J0173 
130 116.0342 
129 116.1006 
242 116.2509 

123 1162514 
134 1162536 
133 1162873 
178 1183103 
112 116.3129 

231 116J35S5 
138 11&4228 
111 116.4819 
103 116.5321 

124 116.6011 
129 1t6.7366 

158 116.8973 

159 116.9796 
164 117.0185 

109 1172467 
148 117279 
123 1172874 
132 117.3754 
157 117.4492 
116 117.4816 

232 117.5489 
95.9 117.5959 
119 117.6033 
101 117.6689 
221 117.9182 

123 117-8273 
131 117.8377 

125 117.8411 
113 117.8563 

122 118.0773 
154 118.1501 
179 11B.16S9 

110 118.2062 
116 118.2691 

113 118.3239 
108 118.3881 
131 118.4653 

138 118.5887 

105 118.6777 
200 118.7007 

124 118.7967 
189 118.8487 

125 118.8609 

139 118.8759 

123 118.9838 
133 119.0283 

114 119.0306 
113 119.067 
143 119.1581 
179 119.1741 

69.5 119.3079 

119 119.3155 
112 119.3184 

129 119.3857 
167 119.4751 

87 119.5181 

98.6 119.5724 

106 119.5853 
137 119.6257 
96.6 119.719 
139 119.7321 

130 119.8105 
118 119.9197 

120 119.9403 
156 119.956 
110 119J579 
108 120.0152 
760 120.3333 

107 120.4428 

129 120.5385 
273 120573 

108 120.6724 
197 120.7227 
161 120.7575 
154 120.7609 
272 120.7708 

130 120.798 
129 120.7987 
t14 120.0055 
143 1203708 



122J016 •220E-01 -1.98E-01 
115.5043 -2.67E-02 -726E-02 
168.0108 -9.09E-01 ^.57E-01 
118.0819 9.52E-02 2.5SE-01 
121.7641 •4.93E^ 1i)3&01 
190.8582 -8.84E^)1 1.73E-01 
117.0914 S.50&02 1.38&01 
122.8358 -2.11E^2 1.87E-01 
122.8322 -3.47E-02 1.60E-01 
133.4883 1 29E^1 7.42E-01 
116.1638 -5.11&02 -1.10E-01 
168.3955 -4.39E^1 S.51E^1 
120.571 120&01 3.67E-01 
1162706 -5.41E-02 -LISEOI 
121.0452 -3.01 E-01 -4.79E-01 
119.5497 •1.67E^2 7.31E-02 
118.6125 8.725^2 2.34E-01 
127.3783 126E.01 5.62E^1 
123.5385 3.04e-01 7.45E-01 
141.934 -3.11E^1 1.72E-01 
119.4716 -1.77E^1 .2.87E-01 
122.443 1.94E.01 525E-01 
117XJ111 8.e6E-02 1.62E-01 
123.5304 -4.75E^ 121 E-01 
130.1671 1.15E-02 426E-01 
116.4708 1.77E^2 .2.1SE^ 
152.7767 -2.36E-01 7.47E-01 
117.9674 -Z56e-01 -5.51E-01 
1172266 2JS9I&J02 3.77E-02 
115.9248 -1.31 E^l .3.47E^1 
198.9799 -1.13E+O0 -2.23E-01 
1183572 1.02E-01 1.64E-01 
119.4295 1.08E-O1 2.62E-01 
117.172 1.18E-01 2.04E-01 
117.0556 -232E-02 -8.10E4)2 
1433771 -©.SSE-Ol .6.47&01 
1362205 -2.10E^1 1.71E-01 
132.4668 232E-01 8.29E^1 
165.1797 -1.18E+O0 -1,27E+00 
116.1573 4.62E-02 1.41E-02 
1153757 2.19E-02 -4.7eE-02 
1142624 2.60E^2 .1.05E-01 
1182694 1.74E-01 324E-01 
124.5089 1.42E-02 228E-01 
120.1901 -a^SE-OI ^76E-01 
1663415 -6.17E-01 1.37E-01 
116.9004 137E-01 1.98E^1 
140.7231 5.19E-02 7.195-01 
122.1739 -4.e2E-02 Z16E-02 
128.7076 -1.05E-01 1.25E-01 
116.7703 13SE-01 l.a2E.01 
128.0275 -1.46E'01 1.76E-02 
118.0476 -2.44E^2 -a61E^ 
119.4338 ^34E-02 -1.70E-01 
121.01 2.37E.01 4.98E.01 
132.6879 2.59E-01 8.49E-01 
120.9226 .5.44E-01 .132E-K)0 
116.6743 922E-02 B.57E-02 
118.8198 -6.50E-02 -1.52E-01 
1502281 -7.60E-01 -6.46E-01 
131.6512 1.36E4)1 6.ieE4>l 
113.8461 .1.76E^1 -634E-01 
124.3296 -3.73E-01 .6.50E-01 
1172457 -7.30E-02 -2.42E-01 
118.9057 2.54E.01 4.47E-01 
113.B294 -5.45E-02 .3.74E-01 
120.3437 230E-01 4.48E-01 
127.3275 -1.39E-01 .1.84E-02 
117.4304 6.43E-02 3.71&02 
118.129 6.73E^2 6.78E-02 
122.7769 3.76E-01 7.55E-01 
1143641 6.17E-02 .6.74E-02 
114.7701 4.08E-02 .1.16E-01 
332.8203 -1.31 E400 1.35E+00 
118.9065 -1.05E-01 -2.80E^)1 
118.2227 1.93E-01 2.87E.01 
180.6391 -238E-01 B.B2E^1 
114.8546 6.00E-02 -9.83E-02 
191.0958 -138E+00 .3.82E-01 
127.8687 233E-01 6.72E-01 
124.8325 2.76e-01 626E-01 
205.3234 •e.83E-01 2.91 E-01 
119.1528 l.eOE-OI 2.87E-01 
131.9045 -2.77E-01 .1.88E-01 
116.0084 8.99E-Q2 2.26E-02 
121.1071 2.77E-01 S.16E^l 
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1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
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1 UndiangedLow 
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1 UnchangedlxMT 
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1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Urichanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged t.ow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
t UndiangedLow 
t UndiangedLow 
1 Unchanged Low 
I UndiangedLow 
t Unchanged Low 
I Lbichanged Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I UndiangedLow 
I UndiangedLow 
I Unc^ngedLow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 



59 



wo 03/102171 



PCTAJS03/16096 



P05423 A20ab3 BN51 (BHK21) lemperalufe sens 131.8122 

Q14338 I17ab6 fiicosyltransferase 2 (secrelor sU 99.71915 

Q9BYt8 A22gh8 AlE-75 blmllng protein pfotefn 90.11911 

Q06203 D0lab8 phosphoribosyl pyrophosphate a 216.3154 

Q9NZ33 P10Qh4 brain expressed; X-I)nked 1 113.8613 

P04196 O10ab6 hteildine-rlch gtycoproletn 116.1305 

096029 f03cdr opioid grofwttifiactor receptor 201.3579 

Q01196 Il6ab5 mnt-relatedtranscripllon factor 1 441.1217 

Q9UHL4 J17cdB dIpepUdylpepUdase 7 180.3445 

P55211 Pl6ab3 caspase 9: apoplDsls-felaled cys 113.5416 

P21283 A07ab3 ATPase; H+ transporting: tysosa 288.6034 

043422 P02ab8 prote»n-Wnase;lntefferon-lndocit 131.8835 

P78406 L01cd3 RAE1 RNA export 1 homolog (S. 147.1192 

P43362 J18ab7 melanoma anOgenff^ly A; 9 99.05783 

Q9H693 E12gh6 hypotheUcal protein FLJ22477 171.7699 

Q9UJ63 AllcdS 2-hydroxyphytanoyl-CoA lyase 99.45467 

Q05048 h5ab4 deavage stlrnidallon factor 3* pn 124.1609 

P19784 D11ab4 casein kinase 2; alpha prime poll 94.68573 

Q9BUX8 D06gh6 homolog of yeast ribosome bloge 167.4752 

QgY5P6 D23cd8 GDP-mannose pyrophosphorytai 166.4572 

09Y3E1 F16ef1 hcpatoma-derived growth factor: 97.00713 

P40426 007cd1 pre-B-ce!l teuken^a transcription 122.6B8B 

P1 121 7 KOIcdl phosphorytase: glycogen: musck 314.8041 

Q16563 018cd2 synaptophystn-Hke prot^ 97.62823 

095698 L07ab6 inhibitor Of growth family; membe 102.2388 

P19447 K24ef6 exdsion repair cross-complemen 95.41189 

QgUK39 O08cd7 CCR4 carbon calabolite repress! 173.8761 

Q1S785 E23od7 Iranslocase of outer mltochondris 296.8521 

099571 C14abe purinergic receptor P2X; Mgand-i 418.1812 

Q9BTV2 E24gh8 hypothetical protein MGC1314 si 131.9449 

Q9P0P1 D12efl hypothetical protein FLJ10769 147.9172 

Q9Y324 POIefl CGI-35 protein 129.1118 

P37286 017cd3 ubkjulUn-CQniugaUng enzyme E2 98.88763 

Q00577 007ef5 puTine-rlch etement binding prote 116.0341 

075152 t^lghl KIAA0663 gene product 101.4464 

P23610 H06cd7 coagulation factor VII i-assodatet 164.911 

075436 M20cd5 vacuolar protein sorting 26 (yeas 118.1135 

Q9HA40 B23gh5 hypothetical protein FU1 2287 si 104.6266 

Q9NX62 I20gh2 hypothetical protein FU20421 103.7764 

076062 E04cd2 transmembrane 7 superfamily mi 301.igm 

Q16445 H02ab3 gamma-arrdnobutync acki (6A6^ 150.641 

Q08462 G11ef6 adenylate cydase 2 (brain) 107.541 

P78560 A22ef6 CASP2 and RIPKI domain conla 108.4508 

PI 9634 N17ef5 solute carrier family 9 (sodiumnt^ 118.9969 

P28370 N12cd1 SWI/SNF related; matrix assoda 115.471 

Q925C3 H06cdl SEC14-Iike 1 (S. cerevtsiae) 151.5939 

Q9UL02 H24ef1 L-kynurenlne/atpha-aninoadipab 105.6951 

Q9Y5T5 J13cd6 ublqultln spedfic protease 16 117.1056 
G03ghe protocadherin 15 153.0978 

P15848 H02ab2 arytsulfalase B 149.4791 

Q9UP66 P243b6 low density lipoprotein receplor-r 114.2435 

O7S160 P07gh1 KiAA0672 gene product 121.9398 

P783as L143b6 keratin; hatn basic; 3 100.703 

094967 B21efB KIAA0893 protein 92.15324 

095719 KOIcdS xenotropic and polytroplc relrovtr 108.0877 
P4ei47 FOgabB prolyl endopeptidase 130.0641 
P20231 B15gh7 tiyptase beta 2 106.6665 
0^299 Q02ab7 NADH dehydrogenase (ubiquina 107.385 
075033 I18gh1 KIAA0445 gene product 121.5196 
P51668 D03cd4 ublqulOn-conjugating enzyme E2 99.64401 
P282e9 E08cd2 tropomodulln 303.877 
Q15631 012ef6 translln 173.134 
P49888 F03cd2 siifotransfeTBse; estrogen-prefer 122.25^ 
P5i959 012ef5 cyclinGI 116.6841 
Q9Y5V0 J16ef1 HSPC038 protein 114.0123 
P56270 i12ef1 MYC-assodated zinc finger prole 248.3395 
Q9HD23 011gh4 MRS2-like; magnesium homeostj 140.8664 
P7e358 003^ cancerAestIs antigen 1 217.9167 
000327 D24ab2 aryt hydrocarbon receptor nuclei 118.2008 
QgH969 F06gh5 hypothetical protein FU12969 89.23821 
015504 F01cd7 nudeoporin-llke protein 1 200.4449 
P35250 I24ef6 replication factor C (adlvator 1): 111.3418 
Q98XC0 F17ghB G proteln-coupled receptor 81 104.4833 
015232 A19ef1 matrillnS 113.1634 
076049 L19cd5 spectrin SH3 donnain binding pro 171.9625 
Q14145 C21cd8 Kelch-like ECH-assodated protei 193.9671 
P20848 AlOcdl serine (or cysteine) proteinase in 97.77909 
Q9P0N6 C19ef3 hypothetical protein HSPC242 112.0065 
P05188 E12ab2 alkaline phosphatase; placenlali 88.50098 
Q9UBJ4 AOIghS transposon-derlved Busterl tram 131.0923 
Q13875 I24ef7 quiesdn 06 144.3305 
Q9tJBF2 F12cd7 coatomer protein complex; subur 110.1673 
P43026 I23cd3 growth differentiation factor 5 (ca 101.9864 
098020 E14gh4 CGI-1 52 protein 111.6731 
Q96KK6 P04ab8 RAB2; member RAS oncogene ft 119.8171 
P40617 018ab2 ADP-tibosylatlon factcr-llke 4 124.1402 



95.5 120.9201 116.0734 -1.24E-01 -4.65E-01 1 Unchanged Low 

1B1 120.9483 133.9938 2.7BE-01 8.63E-01 1 Unchanged Low 

164 121.0209 125.1864 4.25E-01 8.67E-01 1 Unchanged Low 
105 121.029 147.3953 -8.38E-01 -1,04E+00 1 Unchanged Low 
162 121.0508 132.4428 8.83E-02 5.12E-01 1 Unchanged Low 
116 121,1163 117.5862 6.06E-02 -7.63E-03 1 Unchanged Low 
93.5 121.2888 138.7174 -7 J31E-01 -1.11 E+00 1 Unchanged Low 
136 121.3316 232.9078 -1.86E+00 -1.69E+00 1 Unchanged Low 
191 12i;351 164J207 •5.72E-01 B.23E-02 1 Unchanged Low 
111 121.3742 115.3699 9.62E^ -2.94£TO 1 UrM:han9ed Low 
288 121.3828 232.7446 -1.25E+00 -1.78E-03 1 Unchanged Low 
100 121.394 117.7416 -1.19E01 -4.00E-01 1 Unchanged Low 
97.1 121.4625 121.9098 -2.76E^1 -5.99E-01 1 Unchanged Low 

139 121.5326 119.97 2.95E-01 4.92E-01 1 Unchanged Low 
96.4 121.6097 129.9396 •4.g8E-01 -8.33E-01 1 Unchanged Low 
141 121.6399 120.5495 2.91EH)1 4.g9E-01 1 Undianged Low 

105 121.6764 117.088 -2.92E-02 -2.36E-01 1 UndangedLow 

152 121.7819 122.6579 3.63E.01 5.78E-01 1 Unchanged Uw 
178 121.8214 155,6701 .4.59E-01 8.56&02 1 Unchanged Low 

89.4 121.8219 125.8828 -4.50E-01 -8.97E-01 1 Unchanged Low 
148 121.9163 122.172 3.30E-01 6.05E-01 1 Unchanged Low 

94.8 121.9253 113.1427 -9.01 E-03 -3.72E-01 1 Unchanged Low 

1 10 122.008 1B22B6 -1^7E+00 -1.S2E+00 1 Unchanged Uw 

144 122.0944 121.3173 3.23E^1 5.63E^1 1 Unchanged Uw 

135 122.1358 119.6732 2.57E-01 3.97E-01 1 Unchanged Low 
148 122.1425 121.7259 3.56E-01 6.30E-01 1 Unchanged Low 
262 122.1589 185.8825 -5.09E-01 5.89E-01 1 UrKhangcd Low 
144 122.1776 187.6861 -1.28E+00 -1.04E+00 1 Unchanged Low 
410 122.3053 316.7241 -1.77E+00 -2.96E-02 1 Unchanged Low 
913 122.3524 115.258 -1.09E-01 •S.28E-01 1 Unchanged Low 
191 122.4B61 1S3.8B45 *2.72E-01 3.71E-01 1 Unchanged Low 

97 1223531 116J!093 -7.52E-02 •4.13&01 1 Unchanged Low 

165 1223669 128.7921 3.10E-01 7.38E-01 1 Unchanged Low 

123 122.5705 120.658 7.91E-02 a84E-02 1 Unchanged Low 

140 122.5789 121J2139 2.73E-01 4.61E-01 1 Unchanged Low 
103 1223902 130.3149 -4.28E-01 -6.73E-01 1 Unchanged Low 
108 122.6522 1162363 5.44E-02 -I.SOE-OI 1 Unchanged Low 
126 122.666 117.8494 229E-01 2,71 E-01 1 Unchanged Low 

136 122.701 120.7522 2.42E-01 3.B8&01 1 Unchanged Low 
215 122.7645 212.8749 -IJZgE+OO •4.89E-01 1 Unchanged Low 

87.5 122.7829 120.3177 -2.95E-01 -7.83E-01 1 Unchanged Low 
146 1223502 125.3933 1.92E-01 4.39E-01 1 Undianged Low 

153 122.8627 128.1152 1.80E-01 4.97E-01 1 Unchanged Low 
99 122.898 113.6214 4.65E-02 -2.66E-01 1 Unchanged Low 

106 122.9184 1143572 9.02E4)2 -1.17E-01 1 Unchanged Low 

151 122.9424 141.9225 -3.02E-01 -3,46E-03 1 Unchanged Low 

124 1233487 117.4294 2.19E-01 225E-01 1 Unchanged Low 
120 123.0646 120.0007 7.16E-02 3.32E-02 1 Unchanged Low 
126 123.1548 134.1729 -3.14E-01 -2.78E-01 1 Unchanged Low 
953 123.1651 122.7499 -2.79E-01 -6.45E-01 1 Undianged Low 

124 1232083 120.4437 1.09E-01 1.17E-01 1 Unchanged Low 

117 123.2554 120.8501 135E-02 -5.53E-02 1 Unchanged Low 

135 1232569 119.6793 2.92E^1 4.24E-01 1 Unchanged Uw 

158 1232707 124.6247 4.20E-01 7.82E-01 1 Unchanged Low 

122 1233497 117.7043 1.91 E-01 1.71E-01 1 Unchanged Low 

129 123.3564 127.6048 -7.64E-02 -7.45E-03 1 Unchanged Low 

130 123.4905 119.9323 2-11E-01 231 E-01 1 Unchanged Low 
129 123.5991 119.8634 2.03E-01 2.60E-O1 1 UrM:hanged Low 
122 123.624 122.4835 2.48E-02 9.32E-03 1 Unchanged Low 

137 123.637 120.3 3.08E-01 431 E-01 1 Unchanged Low 
272 123.B484 233.0271 -LSOE+OO -1.62E-01 1 Unchanged Low 

152 123.6887 1493989 '4.65E-01 -138E-01 1 Unchanged Low 
95.1 123.7564 1133937 1.76E-02 •3.63E-01 1 Unchanged Low 

102 123.7661 114.0387 8.S0E^2 -1.99E-01 1 UhchangedLow 

179 123.7928 139.0584 1.19E-01 6.54E-01 1 Unchanged Low 

140 123.8618 170.7774 -1.C0E+OO -8.26E-01 1 Unchanged Low 

117 123.8621 127.1502 -I.eeE-OI -2.72E-01 1 Unchanged Low 

137 123.9307 159.681 -8.14E-01 -6.68E-01 1 Unchanged Low 

185 1233598 142.5298 6.87E-02 6.50E-01 1 Unchanged Low 

177 124.0248 130.1172 4.75E-01 9.89E-01 1 Unchanged Low 

124 1242046 149.5876 •6.90&O1 -6.92E^1 1 Unchanged Low 

112 124.3534 115.9922 1.59E-01 121E-02 1 Unchanged Low 

128 124.3568 118.786 231E-01 237E-01 1 Unchanged Low 

110 124.4317 1153185 1.37E-01 -427E-02 1 Unchanged Low 

299 124.5037 198.6303 -4.66E-01 8.00E-01 1 Unchanged Low 

120 124.5928 146.2645 -e.sgE-OI •6.90E-01 1 Unchanged Low 

161 124.6004 127.9292 3.50E^1 723E-01 1 Unchanged Low 

109 124.6034 115.304 1.S4E-01 •3.53E-02 1 Unchanged Low 

164 124.6125 125369 4.94E-01 8.94E-01 1 Unchanged Low 

973 124.7023 117.695 -721 E 02 -4.30E.01 1 Unchanged Low 

109 124.7205 125.9829 -2.11E-01 -4.06E-01 1 Unchanged Low 

115 124.9117 116.849 1 31E-01 6.78E-02 1 Unchanged Low 

152 1243218 128.3658 233&01 5.77E-01 1 Unchanged Low 

134 124.9301 123.6472 1.62E-01 2.67E-01 1 Unchanged Low 

106 124.9467 116.8445 6.05E-O2 -LBOE-OI 1 Unchanged Low 

143 125.0573 130.7449 1.06E-02 2.04E.01 1 Unchanged Low 
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075651 
Q9Y2S1 
013330 
Q9Y389 
060513 
000212 
QBUXE1 
O9540S 
P01112 
015120 
PI 2645 
P50579 
014908 
Q9HCC6 
Q15737 
Q9Y519 
Q9Y5J0 
P51887 
P51178 
Q9H8J6 
095900 
Q9Y6N3 
007889 
Q9V333 
Q9NPD1 
Q1S928 
043826 
Q9miO 
P31629 
01 5530 
Q9Y2R5 
Q15208 
Q9UET6 
Q9H5N0 
Q9H019 
Q9Y673 
075690 
Q9NUP6 
014296 
Q9NW55 
043639 
P17544 
075911 
Q0&43O 
013769 
Q9H884 
OS5S00 
P14222 
QgY4C8 
Q9H3H5 
01 3433 
000059 
015119 
043791 
Q14206 



Q9P2B8 

Q9N2U5 

013569 

P48t67 

Q9NQR1 

043405 

Q9P028 

Q9Y6£a 

Q9NV65 

Q9H0R8 

095817 

P38956 

P08236 

013425 

014675 

PI 61 06 

Q14773 

014738 

Q9V297 

013585 

060858 

Q9Y225 

Q9UC66 

Q9Y665 

P98155 

Q9NP50 

P2e328 

Q969T4 

P19827 

015096 



L12gh2 unc-93 homolog A (C. elegans) 131^ 
L04ef1 galanin-felaled pepUde 135.6724 
M20ef5 melaslasis associated 1 104!9962 
L22gh4 aniinoad]pat&-5eniialdeiiydederr 115.3352 
ttWghl UI»»-Ga»:belaGlcMAcbela1;4-s 113.705 
C15ef6 rashomologgenetamRyinwrtbe 407.7018 
J04gft2 mambrane-assodatedfMidejcac 96^5484 
A16cd5 MAD; mothers againsi decapenU 113.9303 
K12ab7 v-Na-ras Harvey rat sarcoTOwre 129.7328 
F11cd6 1-scylglyceroI-3-ptiosphateO-ac 264.2959 
N10ab3 bone moiphogenetic protein 3 {o 107.6548 
I01cd7 methionylaRfnopepUd3se2 144.5853 
K01cd6 regulator of GiJrotelnslgnalSnB* 204.527 
M73h4 bHLH factor Hc54 82.07855 
E23gh1 suppressor of Ty 6 tiomoJog(S.c 112.2771 
A17cd8 chromosome 22 open reading frs 100.4037 
J01ef2 iritochondrial ribosomal protein I 117.4353 
016cd1 sulfile oxidase 105^2314 
A1 3ef5 phospt)oflpase C; delta 1 1 26 4221 

H23gh5 NDR6 family meinber 3 1 21 71 15 

hypothetical protein CIX)NE2492 165.6404 
cWortd6diai»nel;caldumacljvat 99.89597 
peroxisome pfdIferaUveacOvatef 120.1031 
chromosome 6 open readlnflfirar 109.0761 
G prolelnH»upIed receptor 85 206.0578 
zinc finger protein 141 (done pH 101.1559 
g)ucose-6-phosphatase: transpoi 229.7084 
hypolhettcat protein FU207S8 1 14.0453 
human InvnunodeCciencywust) 116.0174 
SiJhosphoinoslBde dependent pt 186.1234 
n^tochondrial ribosomal protein i 106.3741 
serine/threonine kinase 38 1 58.8765 
FlsJ homolog 1 {E. cdi) 102.5266 
chromosome 7 open reading frar 102.3349 
hypothetical protein RP1^17E22 102.5329 
AIgS; S. cerevlslae; homolog of 100.2543 
UHSKerS 121.3598 
hypotheUcat protein FU1 1220 95.908 
FAST kinase 122.4924 
hypothetical protein FtJl0307 94.73914 
NCK adaptor prolsin 2 1 39.9609 

activating transcription factor 7 1 08.5839 
short-chain dehydrogenase/redU' 156.3658 
gtucosaminyl (N-acetyi) transfers 94.56995 
chromosome 22 open readino frs 122.7812 
hypothetical protein FU1 1021 si 97.S8044 
daudin 14 183.0294 
perforin 1 {pore fomrang protein) 99.11893 
KIAA0682 gene product 1 05.4769 

dollchyl*phosphate (UDP-N-acet: 193.8179 
LIV-1 protein; estrogen regiMatec 1 1 8 J)96 
transcription factor A; mitochondt 1 1 1,4615 
pyruvate dehydrogenase idnase: 97.01115 
speckle^ype P02 protein 11 1.349 

Down syndrome crilicat region ge 11 9.81 47 
SWlflSNF related; matrix assoda 1 15.147 
BRCA2 and CDKN1 A interacting 148.9477 
LIM and cysteine-r ich domains t 1 64. 1 438 
thymine-DNA gtycosyfase 83.16502 
glydne receptor: beta 109.5501 
PR/SET domain containing prole 154!2185 
coagul3ilonfadorChomoteg;cc 103.0764 
CCR4-NOTlranscripUoncomple: 104.0341 
sirtuin silent mating type Informal 109.1684 
hypothetical protein FLJ10901 92.33747 
GABA(A) receptor-assodaled pn 122.091 
BCl^Z-assodated athanogene 3 1 07 . 1 752 
sterol regulatory element binding 140.2284 
glucuronidase; tjela 123.7102 
synlrophJn;bela2(dystrophIn-as 108.7241 
KlAA0170geneprodud 93.41288 
H3 hfstone family; member F 98.02235 
Nercellolar adhesion molecule 4 1 01 .85 
putative melbyllransferase 1 24.874 1 
bela-transdudn repeat conlainlnj 152.2864 
G protein-coupled receptor 50 121 .9424 
ret finger protein 2 i to.i643 

CGl-07 protein 98.22816 
hypotheUcal protein DKFZp586G 318.3297 
PTD002 protein 107.7937 
very tow density lipoprotein recer 1 1 3.1365 
TERA prolan 94.63638 
peroxisomal membrane protein 3 321 .6292 
"biquitin-conjugating enzyme E2 1 17.2071 
inter-alpha (globulin) inhibaor; H* 239.4455 
PhosphaUdyDnositol 4-l(ina5e: ca 117.2574 



BOIcdS 
C21cd1 
I07gh4 
L06gh2 
K06cd3 
t04ab4 
J0Sgh2 
B04ef6 
ilOabO 
1^1 ef4 
D01cd7 
J19gh6 
FISghS 
B22gh4 
F05cd8 
M08gh7 
H22gh2 
C03cd7 
B20gh2 
HOIcdS 
L08ab2 
MOIcdS 
Kl5el3 
D10cd3 
J14sh5 
F06cd7 
P02cd2 
B06ef2 
M23ab4 
GOScdS 
O07cd2 
I06abd 
F03cd3 
P10cd5 
N24cd1 
G15ef3 
C16ef4 
013cd2 
D17ef6 
I02gh4 
B23ab4 
N24ef2 
P04cd7 
H17gh3 
M13flh7 
P02cd4 
K10cd2 
005ab3 
D12cd2 
ElBghl 
012gh6 
J03ab6 
N19gh4 
N21cd4 
H16cd4 
L24cd5 
E06ef2 
P16ef7 
N17ef2 
E06cd3 
C07gh5 
COIabB 
M24cd6 
D18ab6 
MieabB 



128 125.0667 

134 125J)67 
118 125.1131 
104 125.222 

106 125.2504 
492 125.2682 
146 125.3861 
223 125.3908 
104 125.3947 
238 125.4039 
117 125.4244 

95.1 125.4613 
200 125.5241 
213 125.5621 
140 125.5917 
131 125.6586 

107 125.8555 

128 125.9497 
162 126J0345 
198 126.048 
257 126.0637 

135 126.1695 
112 126.2127 
114 126.2563 
285 126.2683 
188 126.2732 

111 126.3113 
120 126.3891 
211 126.4284 
193 126.45 

136 126.4713 
204 126.5253 

120 126.5378 

129 126.56B7 
150 1265974 
131 126.6884 
150 126.7819 
144 126.8164 
92.9 126.9021 

141 126.9877 
79.6 127.0283 

112 127.0848 
173 127.1125 
139 127.1541 

121 127.1547 

142 127.1909 
181 127.2815 
135 127.3674 
146 127.3803 

108 127.5134 
105 127.6823 

131 127.6629 
135 127.6675 
114 127.7061 
263 127.7164 
105 127.7503 

132 127.8623 
128 127.9349 
172 127.9545 
139 127.9738 

92.7 128.0258 

121 128.1793 

133 1282089 
110 128.2444 
188 128.3243 
179 128.3386 
114 128.4319 

109 128.532 

114 128.6103 

122 128.6723 
145 128.7328 
135 128.7695 
137 128.8098 
126 128.8151 
142 128.8641 
113 128.8853 

110 128.8939 
139 128.9272 
374 128.9795 
141 129.1324 
104 129.1355 
199 1292792 
219 129.3474 
100 129.3512 
188 129.3S13 

115 129.4365 



128.2583 .7.77&02 ^.74E-02 
13M839 .1.17E4)1 -2.10e-02 
116.0949 2.53E-01 1.71E-01 
114.7055 1.19E-01 -1.55E^1 
115-0129 1.40E^1 -1.00E-O1 
341.5178 -1.70E+00 2.70E-O1 
122.4125 3.81E-01 5.97E-0I 
154.2554 1.38E^1 9.72E-01 
119.6125 .4.91E-02 .353E-01 
209^05 -1.08E+00 -1.49E^1 
116.6372 2.20E^1 1,18E-01 
121.7158 .2.05E-01 ^.04E-0l 
176.6683 -7.04E-O1 -3.26E-02 
140.2118 6.13&01 1.3eE+00 
125.8246 1.62E^t 3Lt4&Ol 
119.1056 3.24E-01 3.87E-01 
116.7986 9.99&02 '1.33E-01 
119.5637 2.59E-01 2.77E-01 
138.0904 -4.43E-03 3.56E-01 
148.4766 5.05E-02 7-OOE-Ol 
182.738 •^.94E-01 6.31E-01 
120.3564 3.37E-01 4,35E-0l 
119.4872 7.16E^)2 -9.8^^ 
116.4501 2.11E-01 6.39E-02 
205.7432 -7.07E-01 4.67E-01 
138.6304 3JWE-01 8.98E-01 
155.5451 -O-eSE-OI -1.05E+00 
120.1188 1.48E^1 7.2SE-Q2 
151.1911 1.24E-01 8.64E^1 
168.488 -5.58e-01 5.15E-02 
122.8701 2.50E^1 3.S2E-01 
163.2891 -3.286-01 3.64E-01 
116.4388 3.04E-01 
119.1911 3.07E.01 

126.5367 3.04E-01 

119.1797 3.38E-01 3.81 E-01 
132.5659 6.31 E-02 3.01 E-01 
122.1684 4.03E-01 5.84E-01 
114.1093 5.10&02 -3.98E-01 
120.8058 4.23&01 5.70&01 
1155457 .1.40E-01 .8.13E.01 
115.3726 227B^0^ 4.79E-02 
152.0313 .2.99E-01 1.43E-01 
120.315 427E-01 558E-01 
123.5081 5.05E^ .2.60E-02 
122.387 3.82&01 6.45E-01 
163.6478 -5.24E-01 -1.90E-02 
120.5243 3.62E<H 4.47E-01 
126.2296 2.72E-01 4.67E-01 
143.2265 -eJME-OI ^JJ9£-01 
118.7563 1.12E-01 -1.76E-01 
123.3486 1.96E.01 2J2E-01 
120.0132 3.96E.01 4.81 E-01 
117.7111 1.98E-01 3.49E-02 
170.2393 9.21E-02 1.14E+00 
116.1179 1.50E.01 .1.27E-01 
1365262 -2.20E-O1 -1.72E-01 
139-9549 -3.60E-01 -351E-01 
127.6936 6.22E.01 1.05E+00 
125.3664 2.24E-01 3.39E-01 
124.9651 •.2.69E-01 .7.35E-01 
117.417 3.14E-01 251E-01 
121.9053 3.01E-O1 3.59E-01 
115.6528 2J32E-01 5.37E-03 
136.3658 4.75E^)1 1-03E+00 
143.1503 7.20E.O2 552E-0I 
1165745 2.61 E-01 9.05E-02 
125.9988 -1.26E-01 -3.60£^)1 
122.0379 5.60E-O2 -1J21E-01 
119.2218 2.70E-01 1.96E-01 
122.2375 4.63e-01 6.30E-O1 
120-7804 3.94E-01 4.88E-01 
122.427 3.39E^1 4.24E-01 
1265152 4.4eE.02 1.47E-02 
141.0555 -2.41E-01 -1.01E-01 
121.1757 7.99E-02 -1.14E-01 
116.2529 2.27E-01 -6.09E-03 
121.3443 4.22E-01 5.29E-01 
273.7118 -1.30E+00 2.32E-01 
125,8408 2.61 E-01 3.e3E-01 
115.483 1.91 E-01 -1.19E-01 
140.8474 4.S0&01 1.07E+00 
223.2274 -1.31 E+00 .556E-01 
115.6428 1.42E-01 -2.24E-01 
185.0551 -e.88E-01 -3.52E-01 
120.4316 1.43E-01 -3.31E-02 



250E-01 
3.30e-01 
5.53E-01 



1 Unchanged Low 
1 Unchanged 
1 Unchanged law 
1 Unchanged Low 
1 Undiangedlxw 
1 Unchanged Low 
1 Unchanged Low 
1 Undiar^edLow 
1 Unchanged Low 
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fracture callus 1 homotog (rat) 102.357 127 129.4503 119.4401 

excision repair cross-complemen 157.5735 97.6 129.5255 128.238 

serine (or cysteine) proteinase In 138.5253 13S 129.5425 134^048 

calhepslnF 113.4065 118 129.5557 120.4495 

hypolhettcaf protein LOC51315 240.5378 171 129.76 180.4148 

methyleneletrahydrofolate dehyd 141.2456 108 129.8444 125.7751 

LfM domain binding 1 90.9506 155 129.te67 125.1912 

serine/threonine kinase 3 (STE2t 117.4564 135 129.8809 127,4091 

B^»U CLUIymphoma 78 145.9359 88.3 129.9273 121.3988 

sorting nesdn 11 144.6605 198 13Q.0152 157.7019 

RdsassociaOon{Rai6DS/AF-6)i 126.8466 102 130.0346 119.7412 

bromodomain-conlainlng 4 114.9928 98.1 130.1093 114.4111 

r)udeosome asserrtbly protein 1-1 122^782 147 130.1112 133,1825 

pyrirrtdlnerglc receptor P2Y; G-p 116.4263 109 130.158 118.649 

small inducible cytoldne subfamtl 168.745 216 130.1849 171.5056 

cydin-dependent Itlnase (C0C2-I 16Bj6104 108 130J2201 135.7223 

cryptochrome 2 (phololyase^ike) 86.14249 172 130.27 1295265 

microlubule-assodaled protein; F 173.7024 168 130.2758 157.4437 

procollagen (type 110 l4-endopep» 141.4408 133 130.2905 135.0227 

TANK-blnding kinase 1 82.31867 172 130J2947 128.1679 

hypottiellcal protein DKFZp434E 107.5389 115 130.3095 117.5518 

Integrfn; alpha 9 156.9946 85 130.4752 124.1726 

NotcObomolOg l:tr3nslocayon-e 86.01963 164 130.4897 126.8111 

deleted in lymphocytic letAemfa; 76.79463 195 130.4943 134.2594 

K1AA0970 protein 170.8655 128 130.5238 142.9858 

proteasome (prosome; macropafi 258.6025 285 130.5899 224.7239 

FYVE and coiled-coil domain cor 164.6348 207 130.6451 167.5571 

elongation of very long chain fatt 162.6431 82:2 130.6722 125.1558 

hypothetical protein L0C51 242 126.7302 218 130.6804 158.5209 

serine palmltoyitransferase: long 97.42808 133 130.7429 120.3129 

calcium binding atopy^laled av 233.5069 287 130.8943 217.1357 

likely orthotog of mouse actln-reb 98.1679 128 130.9258 119.1698 

transforming; addle cdled-coll a 224.1188 133 130.9827 162.703 

pulaUve Ne-ONA-methyitransfera 99.34841 133 131.0924 121.2285 

hypolhellcaJ protein MGC1 0471 106.3824 115 131.1126 117.4135 

CGl-14 protein 153.5787 101 131.2035 128.5162 

HSPC1 59 protein 341.3083 579 131,3146 350.7027 

DKFZP566O084 protein 200.4927 262 131.514 198.1031 

protein phosphatase 2: regutak>r 168.3914 140 131.5524 146.553 

hypothetical protein MGC955 96.47316 141 131.8188 122.8739 

squalene epoxfdase 155.5799 71.3 131.8107 119.574 

hypoUieBcal protein MGC1 2435 592.1694 121 131.9022 281.8569 

reUnofc add receptor responder* 97.19637 135 131.9355 121.3412 

component of otlgomerlc golgi cc 100.2446 141 131.936 124.3058 

thyrcKd hormone receptor-assocti 116.8982 97.9 131.9541 115.5741 

CGl-1 45 protein 94.76733 132 131.9919 119.5355 

veslde-assodated membrane pn 91.19765 157 132X539 126.6473 

splicing factor; arglnlne/^serine-ffe 156.0624 141 132.0837 143.0016 

doubiesex and mab-3 related trai 100.8446 162 132.1528 131,5571 

ormtNne aminotransferase (gyra 112.3954 los 132.1687 116.724 

floGIIin2 130.1586 154 1322038 138.6301 

slrtuln silent mating type Informal 94.40989 136 1322501 121.0265 

porcupine 148.2204 258 1322656 179.3923 

requiem; apoplosis response zlm 118.3718 108 132.3893 119.7533 

tubulin-spedfic chaperoned 128.9522 100 132.4761 120.4814 

B-ceJI CU/lymphoma 3 264.1174 186 132.484 1942507 

hypotheUcal protein GL01 2 104.3233 160 132.5137 132.1507 

squamous celt caidnomaanttger 117.2757 147 132.5393 1322727 

ARP1 acUrwetated protein 1 hon 243.7979 92 132.554 156.1129 

2.19 gene 113.0426 116 132.6703 120.727 

SNARE assodaled protein snapi 324.3312 119 132.6986 192.0882 

chromosome 20 open reading its 111.7508 100 132.7232 114,8529 

anTy1o-l;6-glucosldase;4-3lpha- 111.9583 106 132.7432 116jB06S 

melhytlhloadenoslne phosphoryb 202.8169 236 132.9211 190.4647 

ptatelet-actlvaling factor acetylhy 106.8174 125 132,987 121.4511 

Ewing sarcoma breakpoint reglor 1112628 102 133.001 115.5021 

calmodulln-llke 3 114.7017 104 133.018 1172725 

BWX , 223.8591 77.1 133.0208 144.6673 

Inlerieukin 13 receptor alpha 1 1182476 93.9 133.0765 115.0749 

nuclear receptor subfamily O:gro 104.7329 112 133.1401 116.7757 

human Immunodeficiency virus I) 8326942 160 1332116 125.3978 

RALBPl assodaled ^ domain 90.84238 140 133274 1212561 

cadherin 9; type 2 (Tl-cadherfn) 2752974 137 133.4641 1818847 

HSPC171 protein 214.9523 265 133.5412 204.5S4 

Sp2 transcription factor 101.0989 133 133.5465 122.3826 

DKF2P586J01 19 protein 102.1174 119 133.5923 118.2651 

FGF receptor activating protein 1 100.7903 121 133.6003 118.5627 

proteasome (prosome: macropaii 143.6091 120 133.6156 1322946 

mitogen-acUvated protein kinase 132.4072 158 133^6676 141.2069 

phosphatidic add phosphatase t» 1032417 151 133.6898 129.2479 

deavage and pol^er^tlon sp 183.1762 67.6 133.7241 128.1539 

MAX interacting protein 1 175.6646 187 133.7304 16514016 

AtEX3 protein 1182527 171 133.7314 14o!9912 

v-maf musculoaponeurotic fibres: 105.3252 109 133.7521 116.1167 

fused toes homotog (mouse) 106.2145 241 133.7606 1602791 

ariadne homolog; ubiquitin-cwiju 99.46477 128 133.8771 120.4976 
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ankyrin repeat: fairtly A (RFXAN 172.6266 
exostoses (mulUple) 2 123^86 
axotrophin 89^4768 
tlyneln; cytoplasmic; Hght lnlem« 290.6769 
succinate dehydrogenase compli 143.4474 
chorolderenrila (Rab escort pFotel 93J6058 
prolocadherin gamma subfann{)y 101.7878 
Integiln: alpha V (vftronedln recc 200.0782 
chromosonie 1 open reading frar 173.8106 
tufnor necrosis Factor receptor 5U 92.33364 
HSPC244 107.9991 
hypothetJca) protein FU20623 107.B864 
TP53 target gene 1 127.408 
unchafacterizedtierralopoletlcsi 141.2528 
phospholnosltide-3-Wnase: regut 1 1 1 .3806 
methyilransferase-like 1 107.2187 
hypolfieUcal protein M6C5242 101,1324 
N-acetytgtucosaminidase: alpha- 206.038 
G-proteln coupled receptor 110.3886 
ELG protein 124.5205 
frizzled homolog 6 (Orosophlta) 85.64918 
lalexin proton 94.21822 
transcription elongaSon regulatpi 113.3803 
pulaBve zinc finger protein NY-R 154.0704 
sertneAhreonlne kinase 1 9 1 33.3557 
6A binding protelrr Iransaipaon I 88.93312 
KtAA0938 protein 109.8218 
Fzf 1 protdn 60.82847 
phosphate cytidylyltransferase 2; 174.8201 
myosin light chain kinase 2; skeh 93.56977 
homeo box 01 0 1 08.9905 

synudein: gamma (breast cancel 128.551 
NEOOe uitimate buster-1 1 1 9.0653 

hypotheUcal protein FU20530 103.7638 
hypothetical protein HSPC132 137.4694 
Itchy homotog E3 ublquiUn protei 1 18.5721 
endothelial d>fferenUa!ton;)ysoph 126,4659 
ring finger protein 1 3 1 10.4449 

DKFZP5B6F1 524 protein 1 1 3.1366 

spondytoepiphyseal dysplasia; ia 1 35. 1 665 
syndecan 3 (N-syndecan) 120.0661 
beta-1;4 nrannosyliransferase 89.6857 
Friedreich alaxja 139.5657 
kinesin-ttke 4 114.4726 
protein phosphatase 1; regulator 110.5367 
polymerase (FS4A) W {DUA direct 265.5337 
coatomer protein compiex: subur 94.73601 
general IranscripUon factor HA;1 121.4896 
diromosome 12 open reading frs 121.2547 
MAD: mothers against decapenl£ 414.4889 
hypotheUcal protein FIJ20727 1 17.751 4 
G protein-coupled receptor 66 108.1311 
chromodomain hellcase DMA bin 96.14904 
T-box 10 125.0065 
nralogen-acUvaled protein kinase 148.7339 
chromosome 20 open reading frs 86.80552 
plectin 1 : intermediate fSamenl bi 125.7248 
hypothetical protein FLJ10407 166.213 
steroi^-methyl oxidase-like 171 .8648 
hypothetical protein FU 12387 si 96.54943 
mitochondrial n"bosomal protein I 94.17331 
KH-type spifcing regulatory prole 1 26.0509 
aminopepUdase puromydn sensi 273.7328 
sodium channel: vDitage-gated;( 127J727 
erythropoieUn receptor 198.5954 
gTyceronephosphaie O^acyftrans 225.1315 
F-box only protein 9 151 .0501 

chaperonln containing TCP1 ; sul 274.982 
fer*Hike 3; myoferiin (C. elegare 218.841 1 
SWI/SNF related; matrix associa 1 31 .7669 
slerol>C5-desah)rase (ERG3 detl 101 .9285 
chromosome 1 2 open reading fire 802401 
anHloride-sensiUve cation channi 102.1159 
COC-like kinase 1 86.2461 5 

CDC28 protein kinase 2 109.5671 
sm^l optic lobes homolog (Drosc 1 1 5.654 
USl-inleractlng protein NUDE1; 36.20481 
peroxisomal biogenesis factor 14 473.8395 
ri bonudease H 1 1 67 J61 1 

golgi SmP receptor complex me 1 15.7917 
milochondrial ribosomal protein I 209.2433 
ras-relaled 03 botutinum toxin sl 158.176 
tubuttn-spedBcchaperonec 103J699 
CGI.127 protein 83.4762 
syndecan 1 114.4045 
nudear receptor subfamily 3: 90 106.6921 



78.8 134.052 123.4841 -3.655-01 -1.13e+00 
161 134.3466 139.4501 1.24E-01 3.82E-01 
149 134.4784 124.4411 5.87e-01 7.37E-01 
119 134.4914 181.4903 .1.11E+00 -1.28E-KW 
125 134.5527 134.443 -9J24E-02 .1.95E-01 
129 134J5S38 119.0446 5.20E-01 4.56E-01 
114 134.5585 116.632 4.03E^1 1.58E-01 
219 134.6115 184.6891 .5.72E-01 1.33E-01 
148 134.6501 1SZ0822 .3.68E-OI -2.34E-01 
207 134.6603 144.7566 5.44E-01 1.17E+00 
129 134.6618 123.7736 3.18E^ 2.53&01 
105 134.7112 115.8334 3.20E-01 -4.05E-02 
BS2 134.8491 116.8334 a.19E-02 -5.30E-01 

137 134.9524 137.7883 -6.58E>02 -4J24E-02 
112 134.9586 119.3503 2.77E-01 4.28E-03 

122 134.986 121.358 3.32E-01 1.85E-01 

123 134.9881 119.6654 4.176^1 2.88E-01 

66.3 135.077 135.7965 ^.09e^)1 -1.646+00 
184 135.3412 143.3711 2.94E-01 7.40E.01 
105 135.3934 121.5448 1JJ1E-01 .2.50E.01 
146 135.5169 122.5147 6.62E-01 7.73e^31 
163 135.5761 130.917 5.25E-01 7.90E-01 

117 135.6603 122.1137 2.59E-01 4.90E^)2 
186 135.6708 158.5684 -1.83E-01 2.71E-01 
171 135.7013 146.5953 2.52E-02 3.56E-01 

138 135.7488 120 J85 SMBrOX 8.34&01 
105 135.7763 116.739 3.06E^1 -7.00E^ 
186 135.8949 134.12 7.50E-01 120E+00 

77.4 135.988 129.39 -3.62E-01 -I.IBE+OO 

129 136.0456 119.5324 6.40E-01 4.63E-01 
102 136.1419 115.6766 3.21E-01 -9.71E-02 
140 136.1645 134.744 8.305-02 I.ISE^I 
195 136.2606 149.951 1.95E-01 7.08&O1 
110 136.3026 116.6328 3S4E-01 aL20E-02 
110 136.3043 127.9562 -1.23E02 -3.20E-01 

127 136,5094 127.3323 2X»E^1 9.81 E-02 
171 136.5393 144.6131 I.IIE^I 4.34E-01 
153 136.5722 133.3964 3.06E-01 4.72E^1 
104 136.7041 117.8414 2.73E-01 -1.26E-01 
135 136.7342 135.7349 l,56E-02 1.48E.03 
162 136.797 139.562 1.88E-01 4.31 E-01 
143 136.8208 123.2251 6.09E-O1 6.76E-01 

130 136.8314 135.5917 •2.85E-02 .9.82E-02 
94.2 136.9298 116.2048 2.S8E-01 -2.81E.01 

123 137.0777 123.5234 3.10E-01 1.54&01 
200 137.1153 200.7168 -9.54E-01 -4.12E-01 
134 137.X91 122.0845 5.35E-01 5.02E-01 

128 137.3707 129.1154 1.77E-01 8.08E-02 

118 137.4723 125.5248 1.81E-01 -♦.11E-02 
223 137.6028 258.3032 -1.59E+00 ^.95E-01 
120 137.6351 124.9938 2.25E-0t 2.24E-02 
102 137.6789 116.0604 3.49E-01 .7.90E-02 
164 137.7441 13i5407 S.iSE-Qt 7£Ge-0i 

129 137.7737 130,9257 1.29E-01 338E-02 
219 137.8 168.4312 -1.10E-01 5.57E-01 
143 137.803 122.4598 6.67E-01 7.18E-01 
83.9 138.0785 115.8848 1.35E-0t .5.B4E-01 
175 138.1444 159.6342 -2.67E-01 7.06E'O2 

71.2 138.1497 127.0541 -3.15E-01 .1.27E+00 
129 138.1542 121.3672 5.17E.01 4.22E-01 
128 138.1601 120.1502 553&01 4.44E-01 

88.3 138.3014 117.5428 1.34E-01 -5.14E-01 
98.9 138.3924 170.346 -9.84E-01 -1.47E+O0 
139 133.4331 134.9928 1.20E-01 1.28E.01 

77.3 138.4603 138.1099 -5.20E-01 -1.36E+00 
186 138.5137 183.349 -7.01 E-01 -2.72E-01 
104 138.5593 131.097 -1.25E-01 -5.43E-01 
178 138.6001 197.1593 -9.88&01 -6.28E-01 
202 138.6209 186.4122 .659E-01 -I.UE-OI 
82.7 138.6764 117.704 7.37E.02 -6.73E-01 
153 13a7232 131.1196 4.4SE-01 5,83E-01 
158 138.8274 125.605 7.91 E-01 9.75E-01 
109 138.9915 116.6136 4.45E-01 9.06E-02 
147 139.0985 124.2553 6.90E-O1 7.73E-01 
96 139.1297 114.8881 3.45E-01 -151E-01 
98.9 139.1625 117.8898 2.67E-01 -2.26E-01 
123 139.1939 119.5057 5.33E-01 3.S6E-01 
113 139.2209 241.8793 •1.77E+0O.2.07E+00 

111 139.2393 139.1464 -2.65E-01 .5.95E-01 
89.7 139.2541 114.9152 2.66&01 -3.68E-01 

120 139.3426 156.1365 -5.87E-01 .8.04E-01 
166 139.3634 154.6374 .1.83E-01 7.29E-02 

112 139.6311 118.2869 4.34E-01 1.14E-01 
163 139.6599 128.8568 7.42E^)1 9.69E-01 

92.7 139.6607 115.5895 2.8SE^1 -3U0e-01 
103 139.6889 116.6017 3.89E^)1 ^.49^02 



1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
t Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Ur«:hanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Und^anged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unciianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 lM:hangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
t UndiangedLow 
t Unchanged Low 
t Vttdhangedlow 
1 UndiangedLow 
t UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I UndiangedLow 
I UhchangedLow 
I UndiangedLow 
I Ururhanged Low 
I Unchanged Low 
I UndiangedLow 
I Unchanged Low 
i Unchanged Low 
I UndiangedLow 
I UndiangedLow 
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G223b5 


002978 


F01cd3 
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Q13232 
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Q9NVH2 


L01ef8 


015561 


015cd2 


Q9UPN9 


B01ef2 


014353 


O06ab3 


Q9N2M5 
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060258 
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CGi-12 protein 

small Inducible cytotdne subfamit 

neural precursor eel) expressed; 

milochondria) ribosornat protein I 

TAR (HIV) RNA bIrKflng protein 2 

H2B histone family: menriber K 

cryslalUn; A2 

qtindd dthydroptertdlne redudai 

mGEFI protein 

Fc fragment of IgE; high affinlly I 

forfchead box Ji 

eg! nine homolog 1 (C. degans) 
nudeopoffn214kD(CAIN) 
tikety tUHnotog of rat and mouse t 
myetoldyiynphoid or mtxed-nnea{ 
solule carrier farrily 5 (sodium lo 
protocadherin beta 5 
nucleotide bincfing protein 
POU domain; class 6; transcriptii 
frequenm homolog (Drosophila) 



ti^xrthetlcal prot^ FU12876 
rtbonudease 6 precursor 
6 proldn-coufded receptor 107 
Bgase I; DMA: ATP-dependent 
n'bosomal protein 1^6 
glucosamine (N-acety<)-6-sulfata: 
WAAO1 17 protein 
molybdenum cofbdor synUtesis ' 
Fancofri anemfa; complementatic 
uterine-deri\^d 14 IcDa protein 
leukemia Inhibitory ^clor (chollm 
receptor (TNFRSF>inlefacting st 
gtutanr^cisymvafe transaminase • 
DiGeorge syndrome critical reglo 
KIAA1 882 protein 
hypothettcal protein: estradloHnc 
splldng factor: ar^ninefeeiine-f1( 
tumor necrosis factor receptor su 
cholecystokinln A receptor 
spasUc paraplegia 7: paraplegin 
retinol binding protein 5; cellular 
CCAAT/enhancer binding proteir 
transcobatamin U; maaoc^tc ani 
tumor necrosis Cadon alpha^rKlu 
protdn pliospbatase 4; regulator 
hypotheUcal protein HSPC192 
phosphorylase: glycogen; liver (> 
KtAA0355 gene product 
amyloid P coniponent; serum 
hypothetical protein FLJt0534 
transdudn {bela)-titce 2 
basic transcription element bindh 
hypothetical protein FLJ10595 
signal reception parUde recepV 
ubiqullin-coniugatlng enzyme EZ 
soluta carrier family 38; member 
mercaplopynivate sulfurtransfers 
DEAD/H (As{HGIU-AIa-AspAiis) t 
nudear cap binding protein subu 
endothelta) cell^pedfic motecule 
pescadfllo homolog 1; contairting 
hypothetical protein CDA08 
tuftelin 1 

ADP-ribosyilransferase 3 
DEAD/H (Asp^tu-A/a-Asp/His) t 
DI^ segment on chromosome X 
transdudn-like enhancer of split : 
transcobatamin I (vitamin 812 bir 
pdymerase (RNA) Hi (DI^A direo 
^ularedoxin (thidlransferase) 
solule carrier family 25 (fratodior 
protein assodaled with PiWi 
ncrv-meta static ceils 3; protein ex 
DKFZP434B168 prolein 
TEA domain farrtly member 4 
tripartite motif-containing 33 
guanldtnoacetate N*methyltransi^ 
glioma tumor suppressor candids 
seven In absentia homolog 2 (Dt> 
FSHD region gene 1 
activating transcription factor 3 
fibroblast growth factor 17 
lectin: galadoside-binding: solub 
zinc finger protein 144 (Mel-18) 
solute carrier fanfly 9 (sodiunVh\ 



108.0511 

113.478 
108.1711 
162.Q519 
1693779 
100^794 
101.7321 
126.6361 
96.01675 
88.48289 
250.4112 
112.8025 
141.8279 
105.9316 

117.844 
264.1256 
95.08061 
188.8795 
103.2077 
110,2191 
1121.10a 
87.99841 
124.6932 
158.2595 
92.33071 
449.1728 

261.455 
110.9202 
105.3087 
1933104 
118.9551 
253.8099 
139.7074 

210.426 
112-1253 
164.9357 
121.7396 
231.0328 
142,6951 

487.368 
101.2857 
111.2191 
169.1889 
125.6347 
275.8225 
195.85 
104.4363 
85.14818 
149.9191 
108.0152 
136.4264 
112.0852 
164.4049 
101.7956 
158.3565 

98.6462 
112.6488 
288.1435 
135.6699 
138.9223 
104.1846 
180.43 
173.5608 
147.0323 
109.4052 
110.4836 
102.5057 
211.8773 
117.3445 
153.7426 

153.823 

106.877 
130.5914 

90.7906 
117^587 

234.306 
110.9269 
109.1385 

150.098 
114.8318 
164.0964 
127.5442 
159.7671 
151.1595 
108.2295 
1683873 



119 
231 



101 139.7035 

106 139.8189 

133 139.9597 

74.8 139.9856 

125 140.0138 
216 140.0965 
187 140.2804 
161 140.3564 

126 140.3654 

171 140.4541 

167 140.5084 

99.2 140.6556 

137 140.7761 

99.3 140.9548 
157 141.0674 
125 141.0904 
148 141.1894 
125 141.2202 

103 141.3258 
136 141.4925 
52.2 141.6046 
133 141.7125 
250 141.8008 
214 141,8139 
128 141.8761 
297 141JB851 

141.969 
141.9948 

101 1420)352 

214 142,0643 

198 142.0669 
309 142.2733 

131 142.2746 

97.1 142.3123 
141 142.4302 
187 142.4325 

98.5 14Z50S3 

199 142.5273 
213 142.5294 

168 142.5911 
146 142.6321 

93.9 142.6923 

73.4 142.8277 
141 142.8402 
317 142.8664 
173 143.1867 
101 143,2517 
139 143.2732 

144 143.2945 
94.7 143.3031 

109 143.3056 

104 143.4853 
ea7 143.5269 

108 143.5829 

132 143.6823 
170 143.74 

127 143.7595 
274 143.8077 
209 143.8383 
191 143.8819 
122 143.9703 
204 144.0988 

169 144.1057 
144.106 

144.1545 

130 144.2348 

178 144.2677 

115 144.3217 

85.5 144.4835 

145 144.5561 

138 144.7308 

98.2 144.7822 

146 144.7909 
156 144.8861 

91.2 144.9821 

172 145.3307 
135 145.3321 
103 145.3798 

145.587 
145.653 

176 145.6576 

154 145.6654 

223 145.6821 
145.699 
145.8554 
145.993 



175 
101 



122 
101 



92.8 
151 
60.5 



116.3594 
119.8588 

127.048 
125.8788 
144.9588 
152.2309 
14^8494 
142.5395 
120.9341 
133.3475 
185.89 
117.5626 
139.8811 
115.3964 
138.5398 

176.594 
127,9379 
151.0806 
115.7954 
129.0874 
43BJ2663 
120.8973 
172.0542 
171,1973 
120.8853 
295.8854 
174.2861 
161.4649 
116.2449 
183.3737 
152.8734 
236.0602 
137,7012 
149.9584 
131.8973 
164.7437 
120.9085 
190.7413 

166.073 
265.9537 
129.9052 
115,9454 
128.4871 
136.6279 
245.0939 
170.7835 
116.1881 
122.6343 

145.705 
115.3343 
129.6057 
119.7013 
1322194 
117.1232 
144.5673 
137.6267 
127.9498 
235.1972 
162.7208 

157.996 
1232921 
176.2086 
162.3327 
1552699 

118.095 
128.2929 
141,6929 
156.9544 

115.787 
147.7222 
145.4287 

116.628 
140.5872 

130.592 

117.932 
183.8604 
1302668 
119.1987 
139.1802 
120.4593 
161.7807 
142^299 
176.0472 
129.8767 
135.0089 
131.8082 



3.71E^1 
3.01 E-01 
3.72E-01 

-2,18E-01 

-^75E-01 
4.82E^1 
4.64E^1 
1.48E^)1 
5.48E-01 
6.67E-01 

'8.34E.01 
3.18E^1 

-1.07E-O2 
4.12E-01 
Z60E-01 

•9i)5E^1 
5.70E-01 

-4.04E-01 
4.53E.01 
3.60E-01 

-2.9gE^ 
6J7E-01 
1.856.01 

-1.58E-01 
620E<H 

-1.66E+00 

-831E-01 
3.56E^1 
4.32E-01 

•4.48E^ 
2.56E^1 

^.35E-01 
2,63E^2 

-5.64E^)1 
3.45E-01 

-Z12&01 
227E-01 

•6.97E-01 

>1.68E^3 

-1.77E+O0 
4.94E-01 
3.60E-01 

-2.44 E-Ol 
1.85E^1 

-9.49E-01 

•4.52E^1 
4.56E-01 
7.51 E^l 

^.52E-02 
4.08E-01 
7.10E-O2 
3.56E^1 

*1.96E-01 
4.96E-01 

•t.40E^1 
5.43E-01 
3.52E-01 

-1.00E+00 
8.43E-02 
5.06E.02 
4.67E-01 

-324E-01 

•2.6eE-01 

-2.90E-02 
3.98E-01 
3.85E-01 
4.93E-01 

-S.54E-01 
3.00E-01 

•8.89E-02 

^.79E-02 
4.38E-01 
1.4eE-01 
6.74E-01 
3.01 E-01 

-6.89E-01 
3.gOE<01 
4.14E-01 

-4.40E-02 
3.46E-01 
1.72E-01 
1.92E-01 
■1.33E-01 
5.31E-02 
4.30E-01 
2.116-01 



-9.27E-02 
-9.45E-02 
2.98E.01 
■1.12E+00 
-4.33E.01 
I.HE^OO 
8.75E-01 
3.43E-01 
3,97E-01 
9.51E-01 
.5.87E-01 
.1.B5E-01 
•4J6E-02 
-9.32E-02 
4.11 E-01 
-1.08E+00 
6.34E-01 
-5.78E-01 
-4.97E-03 
2.96E-01 
-4.43E^ 
5.96E-01 
LOOE-KW 
4.326^1 
4.76E-01 
-5.99E-01 
•1.136+00 
1.06E+00 
-5.47E^ 
1.456-01 
732E.01 
2.84E-01 
-9.156^)2 
.1.12E+00 
332E-01 
1.80E-01 
-3J06E-01 
-2.18&01 
5.78E-01 
-1.54E+a) 
526E-01 
-2.446-01 
.120E+00 
1.71E-01 
1.99&01 
.1.76E-01 
.5.006-02 
7.12E-01 
-5.91 E-02 
-1.90E-01 
-323E^1 
-1.14E-01 
•8.906-01 
5.836-02 
-2.66E-01 
7.896-01 
1. 786-01 
-7.456-02 
6.216-01 
4.616-01 
224E-01 
1.78E-01 
.3.56E-02 
2.49E-01 
-1.196-01 
2.36E-01 
7.99E4>1 
-8.86E-01 
-4.S6E-01 
^.5eE-02 
-1.59E-01 
.1.226-01 
1.636-01 
7.826-01 
-3.686-01 
^.466-01 
2.78E-01 
^246-02 
-3.016-01 
-1.816-01 
9.776-02 
2.756-01 
4.796-01 
-7.046-01 
4.80E-01 
-1.07E+00 
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I Unchanged Low 
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I Unchanged Low 
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1 Unchanged Low 
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I UndrangedLow 
t Unchanged Low 
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1 UndiangedLow 
t Unchanged Low 
\ Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Und^ngedLow 
1 Unchanged Low 
\ Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
t Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
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1 UndiangedLow 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
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polymerase (DMA directed); mu 11 5.1765 

trefoil factor 1 (breast cancer; esl 258.058 

sec13-llke protein 52.65015 

translocated promoter re^on (to 1 04.4493 

U>AP for lysophosphatldlc acid c 218.3106 

NBR2 99.08545 

6 protein-coupted receptor 239.3255 

polymerase (DMA direded); beta 142.5013 

trinudeotide repeat containing 4 131 .621 9 

nepftronophthisis 1 (juvenile} 1 15.0436 

eiF4E-tran5porter 106343 

HSPC182 protein 171.17 

ring finger prcAein 1 1 1 92377 

heme bincfing protein 1 181,0766 

Inositol polyphosphate-4-phospK 183.6815 

regulator of mitotic spindle assen 1 43.9463 

conserved gene air^HSed in osle 134.0126 

phosphatidylethanolamlneN-mel 138.4849 
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159 146.6998 

157 146.761 
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105 147.0481 

174 147.0913 
218 147J2043 
99.4 1472921 

184 147.3205 
100 147.3934 
366 147.4196 
98.9 147.4351 

185 147.4439 
88.7 147.4845 
136 147.487 
424 147.5255 
136 147.7447 
325 147.8779 
108 147.9143 
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225 148.0351 
199 148J)947 
110 148.3613 

178 148.4323 
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351 150.9549 

139 150.9785 
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crystaliin; zeta (quinone redUctas 
prenylcystelne lyase 
karyopherin alpha 4 (Imporfin atp 
KIAA0020 gene product 
KIAA0076 gene product 
sterol regulatory element binding 
ring linger protein 40 
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155.5611 


92.44914 


112 


155.6189 


374.4901 


153 


155.637 


75.96908 


ISO 


155.6726 


149.0689 


60.9 


155.7504 


128.6914 


82.7 


155.7811 


270.8229 


215 


155.8317 


91.85185 


130 


158.1332 


136.5278 


112 


156.1953 


258.434 


287 


156.2449 


386.4989 


258 


156.4638 


173.4437 


307 


156.9292 


102.8052 


111 


157.0119 


108.16B 


86.6 


157.2781 


121.4116 


94.3 


157.5806 


202.4969 


124 


157.6783 


2372007 


143 


157.7195 


229.9134 


139. 


157.7339 


230.0837 


287 


157.7386 


124:9798 


95.3 


157.955 


132.9919 


97 


158.0474 


104.2128 


121 


158.1023 


111.8557 


153 


158.2227 


92.69165 


116 


158.2444 


135.2376 


70.2 


158.2887 


274.3502 


177 


158.3372 


113.1038 


184 


158.4524 


107.9751 


92.2 


158.^8 


4 A« 

144.0163 


133 


158.6719 




207 


158.8419 


518.6184 


295 


158.8458 


109.8533 


134 


158.9595 


71.35119 


173 


159.0037 


158.6108 


94.8 


159.1986 


129.2351 


169 


159.2038 


140.3006 


143 


159,4372 


165.2243 


99.4 


159.4681 


207.2791 


147 


159.5302 


123.7874 


140 


159.5491 


225.0949 


179 


159.6113 


137.4673 


217 


159.6304 


96.28296 


105 


159.6829 


157.0608 


94 


159.8272 


93.97877 


101 


159.9198 


98.97552 


102 


150.1725 


111.5196 


121 


160.2507 


99.35088 


115 


160.3239 



138.6164 
139.1241 
117.4953 
144.3461 
146.3168 
142.7655 
157.8847 
126.3257 
150.1024 
12&8764 
220.9899 
229.3684 
131.6407 
139.4653 
144.2719 
136.5651 
169.0172 
158.3854 
222.1522 
127.4733 
168.3854 
495.4752 
139.1028 
315.6553 
153.3881 
263.9291 
179.421 
160.9495 
172.9723 
127.2507 
394.9107 
142.9113 
293.8674 



139.0276 
127.7664 
1405051 
210.0516 
117.8671 
141.4354 
120.0363 
2275447 
127J0621 

128.583 
122^782 
213.7777 
125.9903 
134.9143 
233.9363 

267.133 
212.3427 
123.4686 
117.3353 
124.4392 
161.3602 
179.3665 
175.5893 
218.3678 
126.0667 
129.3518 
127.8011 
140.9006 
122.4719 
121.2327 
203.1619 
151.9031 
119.6097 
145.1487 
205.2993 

324.141 
134.3527 
134.6153 
137.4667 
152.3442 
147.5392 
141.3508 
171.42 
141.2517 
187.9443 
171.2625 
120.1783 
138.9676 
118.2939 
120.3216 

130.905 
124.7475 



2.l7e-02 
7J28E.02 
4.26E-01 
•l.eOE-01 
4.84&02 
5.77&03 
9-38E-02 
2.09E.01 
9.19E-02 
3.88E-01 
-7.10&0t 
-1.14E+00 
1.0BE-02 
2.75E-01 
8.41E-01 
3.69E-01 
5.29&02 
•3.53&01 
•7.15&01 
2.65E-01 
.2.19E-01 
-1.57E+00 
-2.89E-01 
.1.41E+00 
1.92E-01 
-9.55&01 
4.43E-01 
-2.31 E-01 
1.40H^1 
2.16E-01 
-2.47E+00 
8,58E-02 
-1.49E+00 
-5.30E^1 
3.42E-01 
4.836-01 
1.92E-01 
♦8.50E-01 
4.676-01 
1.75E-01 
7.51 e-01 
.1.27E+00 
1.04E400 
6.33E-02 
2.76E-01 
-7.97E-01 
7.65E-01 
1.94E-01 
-7.26E-01 
-1.30E+00 
•1.44E-01 
6.11 E-01 
5.40E-01 
3.76E-01 
-3,61 E-01 
.5.e9E-01 
-5.44E-01 
^.45E41 
3.38E-01 
2.49E-01 
6.01 E-01 
5.00E-01 
7.72E-01 
2.27E-01 
-7.93E-01 
4.86E-01 
5.5SE-01 
1.40E-01 
-e.57E.01 
-1.7tE+00 
5.33E-01 
1.16E+00 
5.34E-03 
3.01 E-01 
1.84E.01 
-5.12E-02 
-3.78E.01 
3.66E-01 
-4.96E-01 
2.16E-01 
7.30E-01 
2.S2E-02 
7.67E-01 
6.94E.01 
5.23E-01 
6.90E-01 



-4.25E.01 
.2.90E-01 
-♦.11E-01 
-7.03E-01 

-4.ise^ 

-3.14E-01 

2.S9E-01 
^.12E.01 
8.B8E-02 
•9.S2E-02 
3.73E-02 
.8.00E-01 
-7.906-01 
1.09E-01 
1,16E+00 
1.95E-01 
4.60&01 
-6.68E-01 
3.23E-02 
-3.65E-01 
-6.81 E-02 
927E.01 
-1.34E+00 
-9.33E-02 
3.36E-01 
1.75E-01 

-3.09E-01 
6.73E^1 
-5.10E-01 
-2.34E4O0 
-1.94E-01 
-5.70E-01 
-2.43&01 
1.85E-01 
7.10E-O2 
-6.63E-02 
-5.30e-01 
.3.96E-01 
-7.41E-02 
2.77E.01 
•1^E+00 
9.77E.01 
-8.81 E-01 
-6.3SE-01 
-3.35E-01 
5.01E-01 
-2.85E-01 
1.52E-01 
-5.81 E-OI 
8.22E-01 
I.OSE-OI 
-3.216-01 
-3.646-01 
.7.09E-01 
-7.286-01 
.7.2SE-01 
2.16&01 
-3.92E-01 
.4.5SE.01 
2.17E-01 
4.48E-01 
3.30E-01 
-9.47E-01 
-6.34E.01 
7.03E-01 
-2.28E-01 
-1.17E-01 
-2.77E.01 
-8.166-01 
2.896-01 
1.28E+00 
-7.46E-01 
3.64E-01 
2.63E-02 
-7.346-01 
-4.916-01 
1.82E-01 
-3.306-01 
6.576-01 
1.19E-01 
-7.40E-01 
1.04E-01 
4.086-02 
1.176-01 
2.06E-01 



I Unchanged Low 
I U/^changed Low 
I Unchanged Low 
I Unchanged Lew 
I UndiangedLow 
I Unchanged Low 
t Unchanged Low 
I Unchanged Low 
I UndtangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I UndiangedLow 
I Ur>changed Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
t Unchanged Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
t UndiangedLow 
I UndiangedLow 
I UndiangedLow 
[ UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
1 UndiangedLow 
I UndiangedLow 
1 tJnchanged Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
I UndiangedLow 
! Unchanged Low 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
i UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I UndiangedLow 
I Unchanged Low 
1 UndiangedLow 
I UndiangedLow 
1 Unchanged Low 
I UndiangedLow 
I UndiangedLow 
I Unch«igedLow 
I UndiangedLow 
I UndiangedLow 
UndiangedLow 
UndiangedLow 
UndiangedLow 
I UndiangedLow 
I UndiangedLow 
1 UndiangedLow 
UndiangedLow 
i Unchanged Low 
UndiangedLow 
I UndiangedLow 
1 UndiangedLow 
I UndiangedLow 
UndiangedLow 
I Unchanged Low 
I UndiangedLow 
I Unchanged Low 
I UndiangedLow 
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P19801 
043709 
Q12839 
043503 
Q07898 
096015 
092524 



A23ab2 
LieeO 
N24ef1 
DiOabB 
Jl0cd4 
F22cd5 
L11ab6 



QSYBYB 
Q9^fZ78 
Q15120 
P35241 
Q9Y326 
Q92600 
000487 
Q9Y689 
Q9ULB8 
080897 
P51B09 
075581 
043795 
Q14188 
P0S280 
Q14541 
P57723 
Q9NWU3 
Q9NPC5 
Q9Y3C5 
Q9NWX3 
P52742 
Q9Y313 
Q9P2Wg 
P14778 
Q15464 
015444 
P49796 
Q9NUS7 
P4fi65t 
007708 
075143 
075039 
P02261 
Q9H9A0 
Q9NV35 
Q9P1G8 
P26368 



Q9Y391 
Q9NYR5 
P0S165 
Q9NPF4 
P16106 
P3S249 
P28702 
P49674 
Q9NXW2 
014672 
Q9y5B9 
Q9HgJ2 
P23759 
Q16643 
P4e454 
Q9Y508 
P19474 
P4S109 
P54855 
014242 
Q9BSS1 
Q9Y3B2 
P3i391 
060623 
Q99959 

Q01658 
Q9HCS4 
Q9P035 
Q9C0K7 
Q9NYF4 
P30042 
075325 
Q9Y670 
Q9UPRa 
Q9Y2X7 
P47872 
043353 
P32321 



ri6cd7 
J169h3 
6l5cd1 
F22ab8 
D23e{2 
J03cd5 
Nl4cd5 
P21cd7 
P05cd8 
L09cd7 
J05cd2 
A033b7 
F12ef4 
Hl7el5 
B07ab3 
0t7ab7 
E17oh8 
A24gh3 
J16ef8 
B19ef3 
B01gh2 
I22cd3 
017eC 
D11ef4 

Fogabe 

I12ef5 
H07cd2 
P14ef4 
B04gh3 
LtleO 
F15c(J4 
Bllghl 
Li9gh1 
Ml0gh6 
L20eh5 
J21gh3 
C05gM 
011cd7 
EllghS 
G23ef2 
EOSeO 
Nl2ab7 
021gh3 
DOlccO 
O03ef5 
Pieghl 
K14ab4 
t03gh2 
)01ab2 
I20cd7 
H229h5 
Goeaba 
L05ab4 
Elcdl 
F2lef4 
609cd2 
N13ab5 
B19cd4 
H14cd1 
P17Qh8 
L23ef1 
NOScdl 
003ab4 
L24ab8 
B2lflh7 
P18ab5 
PlOglJ? 
N20el2 
P24gh3 
I13ef3 
Ml9cd4 
K16cd6 
N01ef2 
t14ef6 
121614 
D24cd1 
C17cd4 
P14abS 



amtleride binding pratein 1 (amfn 164.6296 
Wnnams Beuren syndrome chror 127.6538 
^^326 109.677 
RAD51 homdog C (S. cerevislae 96^779 
CD163anilgen B773S63 
dyneiniaxonemal; tight polypeptl 94^055 
proteasome (prosome: maoropaii 396.6515 
poMovims receptof-feJaled 2 (her 302.7 1 85 
Sec23^nteracling protein p125 104.2429 
uncharaderizetf bone marrow pn 107J2001 
pyruvate dehycfrogenase kinase: 96.64061 
radixin 276.6012 
brdln specific protein 359^582 
RCD1 required for cendfferentia 115.6633 
26S proteasotnesassodated pad' 329.3516 
ADPfibosylaUon factor-like 5 1 37.7737 
CMP-NeuAC:(beta)-N-acetylgala 91 .01 128 
RAB: mernber of RAS oncogene B9J2474 
synaptobrevin-flke 1 228.3546 
tow density lipoprotein receplor-r 122.4708 
myosin dass I; ra^h-lc 259.4543 
IranscfipBon factor Op-2 (E2F dlr 107J308 
gaJactosidaser alpha 178.0238 
hepatocyte nuclear feclor 4; gam 549.8397 
poly(iC) binding protein 4 1 88.2845 

DEAD/H (Asp-Glo-Ala-AspMs) t 154.71 
nodix (nucleoside diphosphate Hi 107.1863 
rtng finger protein 1 1 1 60.0631 

chromosome 20 open reading fre 98.58482 
anc Rnger protein 135 (done pH 81.4141 
PTD013 protein 90.25232 
syntaxin 18 128.6426 
InterleuWn 1 receptor, type I 264.5401 
SHB(Sn: homology 2 domain ca 284.291 
smaltlndudble cytokine subfanvl 244.6426 
regulator of G-proteln slgitalling .* 220.2769 
hypothetical protein HJ1 1 164 81.76063 
phosphaBdyiserlne synthase 1 21 1.8695 
tetracycline h-ansporter-IIkeprote 143.0791 
KIAA0852 gene product 106.5331 
KIAA0451 gene product 174.142 
H2A hislooe family; member N 93.48591 
hypolhelJcal protein FLJ12895 86.42599 
hypothetical protein FU10956 99.15342 
WW domainH3ontainbig adapter* 119.4436 
U2 small nudearribomideoprote 217.0564 
DEAO«(Asp-GIU^a-AspWis)t 130.7858 
androgen-regulatedshorKhaInc 222.3497 
HSPC126 protein 99.37243 
proplonyl Coenzyme A caiboxyla 1 00.892 
O-staloglycoproIein endopepUda: 103.8223 
H3 hisione family; member K 99.19008 
replication factor C (activator 1) t 105.2406 
retinoid X receptor; beta 74.914 
casein kinase 1 : epslton 99.33956 
DnaJ(Hsp40)homolog:subfamil 247.7907 
a disintegrin and metalloproleina 378.0042 
chromatln-spectfic transcription e 163.0543 
nitochondrfal rtbosomal protein I 206.428 
paired box gene 7 92.41833 
drebrtn 1 265j008 
protein phosphatase 3 (formerly: 105.9496 
zinc finger protein 31 3 331 .595 

^ogren syndrome an&gen Al (s; 301.1776 
v^rksarconnavlnisCTIOoncogi 151.2065 
UDPglycosyltransfefase 2 family 137.8939 
setec^n P Rgand 1 12.9679 

hypotheUcal protein FU14S2S 86.75908 
homolog of yeast exosomal core 152.0751 
somatostatin receptor 4 1 473942 

diptheria toxin resistance protein 210.9658 
plakophilin2 362.9423 
leukocyte ImmunogJobuHn-like re 139.2571 
do\wvregulator of transcription 11 205.2249 
HMG-box transcription factor TO 75.48423 
butyrate-induced transcript 1 102.716 
amyob-ophlc lateral sclerosis 2 (jt 102352 
chromosome 5 open reading frar 89.72908 
chromosome 21 open reading frs 98.84241 
glioma arnpHfled on chromosome 118.3239 
transient receptor potential catioi 96.41826 
KIAA1084 protein 101.3235 
Qprotein-coufried receptor kinas 160.7403 
secretin receptor 174.6672 
receplor-lntfifacUngserine-threw 272!5279 
dCMP deaminase 218.5685 



68.3 160.3477 
134 160.4415 
116 160.6141 

97£ 160.6551 
177 160.8614 
251 160.9963 
220 161.0391 
317 161.2569 
131 161.2684 
127 181.3587 
107 161.6468 
213 161.7003 
160 161.7123 
145 161.7142 
275 181.8834 
159 161.8965 
121 161.9148 
112 162.0127 
141 162.1052 
125 162.1159 

282 162.137 
204 162.1489 
304 1622871 

283 162.4659 
231 162.5267 
104 182.6529 
98.4 182.6929 
164 162.7518 
95.6 162.7744 
121 162.8382 
116 163.4053 
188 163.4277 
539 163.4432 
301 163w5379 
97.1 163.6053 
99.3 183.6222 

114 163.6422 
139 163.6792 

144 163.7206 
155 163.7687 
135 163.8572 
273 183.8621 
130 164.3655 
154 184,4852 

182 164.5311 
107 164.8861 

111 164.9064 
128 164.9823 
110 165.2098 
120 165.6902 

112 165-9716 
130 168.1216 

98.7 1662092 
142 166.2214 

145 166.3664 
235 166.4412 
226 166.5417 
188 166.6045 
256 166.8142 
200 166.8514 
152 186.9734 

169 167.0428 
395 1672366 

183 167.414 

141 167.7716 
127 187.8346 
130 167.9184 

113 167.974 
140 167.9915 

92J • 168.0254 

170 168.0762 
211 168,1655 
234 168.1629 
122 168.2606 
155 1682926 

142 168.3034 
108 168.4355 
137 168.4424 
97.5 168.5171 
63.3 168.5172 
90.8 168.5297 
111 163.5336 
167 168.7352 
209 168.738 
388 168.7722 
60.1 168.6404 



131.0836 -3.80E^ -t27E+00 
140.7865 328E-01 6.B4&a2 
128.8096 5.S0E-Q1 826&Q2 
118.1934 7.38E-01 133&02 
141.7231 8.75E-01 1.01E+00 
168.8465 7.68E-01 1.41E+00 
259.1219 -1.30E+00 ^.52&01 
2602905 .9.09E-01 6.60&02 
1322965 6.30E-O1 3.34E-01 
131.7449 550E^)1 Z41E^1 
121.6758 7.42E-01 ^A^B^^ 
216.9693 -7.74E-01 -3,80E-01 
227.0406 .1.1SE+00 -1.17E+00 
140.923 4.64E-01 3.30E-01 
255.4035 -1.02E+00 .2.eOE-01 
152.9706 2.33E^)1 2,09E.01 
124.5785 8.31 E-01 4.09&01 
120.9939 8.59E-01 322E^1 
1772043 -4.94E-01 -6.94E-01 
136.4067 4.05E-01 2.53E-02 
234.504 -6.78E-01 120E^)1 
157.7494 5.95E-01 925E-01 
214.6169 -1.34&01 7.70E^1 
331.895 -1.7eE*00 -9.57&01 
193.1283 -1.97&01 3.08E-01 
140.5056 722E-02 .5.71E-01 
122.7442 6.02E-01 .124E-01 
162.3366 2.40E-02 3.68E-02 
118.9844 723E-01 -4.44E-02 
121.6363 1.00E+00 5.68E-01 
123.3545 8.56E4)1 3.67EKH 
160.0555 3.45E-01 5.48E-01 
322.4754 ^.95E^1 1J03E+00 
249.6096 -7.9BE-01 8.24E-Q2 
168.4558 -5.80E-01 .1.33E+00 
161.0774 -429E-0? -1.15E+00 
119.7258 1.00E+00 4.77E-01 
171.5708 -3.72E-01 -6.06EH>1 
150.2019 1.94E-01 7.31E-03 
141.6405 6.20E^1 5.37E-01 
157.7714 .8.78E'02 -3.64E-01 
178.9259 8.10E^1 1.55E+0O 
126.7707 9.27&01 5.84E-01 
139.1489 730E^1 633E-01 
155.3256 4.62E-01 6.08E-01 
163.126 .3.97E-01 -1.01E+00 
135.6059 334E-01 -2.35E-01 
171.7067 ^.31E-01 .7.99E-01 
124.8579 7.33E.01 1.46E-01 
128.9755 7.16E^1 2.54&01 
127.3658 6.77E-01 1.13E^1 
131.6683 7.44E-01 3.87E^1 
123.3812 6.59E^)1 -927E-02 
127.7227 I.ISE+OO 923E-01 
138.8564 7.44E-01 5.44E-01 
216.5041 -5.74E-01 .7.47E-02 
256.8185 -1.18E+00 -7.43E'01 
172.4726 3.11E-02 24)4E-01 
209.7386 .3.07E<H 3.10E-01 
153.0178 8.52E-01 1.11E+00 
194.7352 -6.66E^1 ^.OOE-01 
147.2674 6.S7E-01 6.72E-01 
297.9139 .9.88E-OI 2.52E-01 
217.1349 •8.47E-01 .720E-01 
153202 1.50E-01 -1.05E-01 
1442152 2.B3E-01 .120EKI1 
136.8261 5.72E-01 1.98E-01 
122.482 9.53E-01 3.78E-01 
153.2264 1.44E-01 -1.23E-01 
135.9754 1.89E-01 -6.72E-01 
183.0009 .328E-01 -3.12E-01 
247.4823 -1.11E+00 .7.80E-01 
180.4876 2.72E^1 7.4SE-01 
155.05S6 -2.87E^1 -7.54E^)1 
133.5936 1.14E^ 1il3E+00 
137.5999 7.12E-01 4.65E-01 
126.1345 7.1SE-01 724E-02 
131.7509 9.09E-01 ailE-01 
121.6076 7.70E-01 -2.03E-02 
f2Z705 5.35E-01 -4.62E-01 
118.5764 8J)6E-01 -8.69E-02 
126.797 7.34E-01 126E-01 
165.5708 7.00E-02 5.72E-02 
184.1802 ■4.98E-02 2.60E-01 
276.5664 -6.9tE-01 S.11E^I1 
149.1554 -3.72E-01 -1.86E+00 



1 Unchanged Low 
1 Unchanged Low 
1 UnchangadLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Urvchanged low 
1 Unchanged Low 
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1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 LNrf^anged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UrKhangedLow 
1 Unchanged Low 
1 lAnchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 L^nchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged lijw 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Lfaichanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UnchangadLow 
1 Unchanged Low 
1 UnchangadLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
t Unchanged Low 
I Unchanged Low 
I UnchangadLow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
i Unchanged Low 
> Unchanged Low 
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043812 J16ab4 
Q32874 M15ab4 
Q9LngO l15e(B 
P30519 N05ab6 
Q9NVE7 D03gh3 
Q9P010 A14ef8 
QgUHSd M04cd8 
Q9UMd2 EOlcdS 
QSP2Y4 N14ef1 
Q9GZS3 Hl9gh7 
P07686 J17ab3 
Q9NZVS L06ef2 
014678 E17od1 
P2g972 O04ab2 
OS5373 D03cd5 
Q15436 012cd8 
Q9BQ57 K23Qha 
P35321 D21gh6 
QSUPQ8 HOefB 
043292 A19cd4 
Q9UBM3 G02cd1 
P19338 M20ab7 
Q9NPE6 E17gh1 
000442 J12od3 
P28356 D09eft 
fM9447 GOQefl 
Q9UQM Piecd4 
015254 009ab2 
Q9NWW8 B11ah2 
075391 M08cd5 
092959 H19cd2 
000499 G06ab2 
Q14197 JOSabS 
Q9NXS9 K15gh2 
075954 N1Bcd6 
Q9UJY9 ei7aJ8 
Pe2912 FlOghS 
012918 J02ab6 
014789 E01ab6 
Q04206 I23ef6 
P19838 M15ef5 
Q92748 A24cd2 
095095 P13ab2 
PS2209 K18aba 
P4256S HlOefS 
013772 D05gh6 
P43e97 D09gh6 
P09329 D08ef7 
075618 F24cd4 
Q9UH» BISefl 
Q9H824 J07gh6 
Q9UQ43 G07ab3 
043173 NOBefl 
Q9BZZ2 613gh7 
092611 116gh1 
Q969V8 K14gh7 
P08107 K14ab7 
Q9BQ24 E21gh6 
Q9H7X1 N079h5 
099616 D09cd2 
092896 L04cd7 
Q145B2 JieefB 
Q13505 K21ab7 
01 3722 024cd8 
P01308 HOabB 
000405 D19ab8 
P41215 E03ab5 
P31314 F04efB 
095427 621cd8 
012991 C24er6 
Q9Y5V1 LlOefl 
Q9H4B4 022ab4 
Q9H6D1 PISghS 
060504 J18cd5 
Q9UNK0 I02cd5 
095657 B24cd4 
P20645 C0Sab7 
014569 B03ab2 
015293 Dl8cd3 
P00390 E14er7 
Q9HBV3 K249h5 
014558 Hl7ab8 
014710 FOIefS 
Q9UJ70 JlOeO 
Q13397 M18cd5 
09NRG4 B21gh4 



hypocretin (orextn) neuropeptide 66.45691 
deoxyribonudease Hike 2 218.1 787 
PRO0038 protein 89.17218 
heme oxygenase (decycfing) 2 586.3897 
hypotheUcal protein FU10782 141 .6695 
HSPC154 protein 227.9143 
bromodomain-contalnlng 7 147.6635 
spermatogenesis associated 2 230.7114 
zinc finger protein 219 105.67S3 
reconijinatton protein REC1 4 1 24.7245 
tiexosafnlnidase B (beta polypep 217.0423 
selenoprotein X;1 241.3633 
ATP-blnding cassette: sub-ranHiy 77.65216 
aquaporin 1 (chanrtet-rorniing tnt 309.1218 
RAN binding protein 7 247.4368 
Sec23 tiomolog A (S. cerevlsiae) 90.05071 
glutamale rich WD repeat pfotar 140.3198 
small proline-rich protein 1 A 62.28271 
KIAA1094 protein 75.76245 
GPAA1P anchor attachment prol 95.36294 
pn}leasame(prosome;fnacropaii 287.6026 



nudeoBn 148.8642 
sperm associated antigen 4 111.172 
RTC domain containing 1 274.6701 
homeoboxD9 84.5638 
cytochrome b-561 174.7152 
nuclear Iador(erythrold-derived 227.4253 
acyl-CoenzymeAoxidase3:prIs 192J2301 
hypothetical protein FU20559 198.7881 
sperni associated antigen 7 154.1159 
solute carrier family 21 (prostagli 86.25485 
bridging Integrator 1 162.8584 
Immature colon cardnoma transc 90.92583 
hypothetical protein FLJ20071 121.4575 
telraspan transmembrane 4 supe 83.06795 
lifeguard 156.5809 
initochorKtrialrlbosomal protein { 10S.D578 
IdnerceniecUn^e receptor SUM 205.6225 
gdgi autoantlgen; golgin subfam 96.09162 
v-rel reUcvdoendoOiellosis viral a 328.9295 
nuclear factor of kappa light poly 229.2262 
Uiyroid hormone responsive (SP< 101.3906 
amyloid beta precursor protein (c 1 99.951 
phosphogtuconate dehydrogenat 21 1 .8170 
epidermal growth tactor receptor 194.9437 
nuclear receptor coacUvator 4 273.51 67 
Ts translation elongaCon fador; i 325.7575 
phosphoribosyl pyrophosphate s: 103.7882 
death effector domain-containing 172.0163 
flavohemoprotein bS+bSR 169.2028 
F-box only protein 22 89.2751 
BAII-assodated protein 2 184.8198 
stalyRransfejase8C(alpha2:3Ga 220.9909 
sialoadhesin 147.52 
K1AA0212 gene product 96.3144 
megakaryoblastlc leukemia (Irani 135.6533 
heat shock 70kD protein 1 B 1 53.514 1 
hypothetical protein MGC2550 1 53.9741 
hypotheUcal protein FU1 41 53 1 55.291 
small inducible cytokine subfami] 1 30.1 64 1 
golgi apparatus protein 1 97.73429 
Mad4 homolOO 210.3185 
metaxin 1 199.1231 
chromosome 3p21.1 gene seque 85.85963 
Insulin 367.022 
protein phosphatase 1: regulator 233.0866 
fatly-add-Coenzyme A ligase; lot 267.9822 
homeo box 11 (T-celt lymphoma 107.4127 
phosphatktyUnositdglycan:das: 84^817 
BCl^adenovirus El B 19kD intet 82.38214 
HSPC042 protein 212.074 
cytoklne-indudble kinase 1 61 .982 

chromosome 20 open reading fTc 95.43432 
vlnexin beta (SH3-containIng ads 109.3831 
synlaxin 8 218.2149 
(votine-serine-threonine phosphs 369.9485 
mannose-^-phosphate receptor ( 355.8249 
putative tumor suppressor 1 22.4884 
MAP-klnase activating death don 157.092 
^utathione reductase 282.1492 
PP31 11 protein 229.2714 
phosphoribosyl pyrophosphate s: 301 219 
cell cyde progression 2 protein 2B1 .21 78 
N-acetylgJucosamine kinase 151.2986 
zinc finger protein 238 215.883 
HSKM-B protein 143.1326 



194 168.9064 143.2577 1.35E+0O LSSE-KW 1 Unchanged Low 

146 168.9596 177.8201 -3.69E-01 .5.76E-01 1 Unchanged Low 

389 168.9849 215.61 9,22E-01 2.12E+00 1 Unchanged Low 

387 169.1269 380.9032 -1.79E+00 •5.99E-01 1 Unchanged Low 

148 169.2644 152.9293 2.57E-01 6.16E-02 1 Unchanged Low 

246 169.4393 214.317 -4.28E-01 1 .08E-01 1 Unchanged Low 

103 169.5045 139.9456 1.99E-01 -5.24E-01 1 Unchanged Low 

221 169.6S7B 207.1298 •4.43E-01 -6.20E-02 1 Unchanged Low 

175 169.7666 150.1216 6.B4E-01 7.27E-01 1 Unchanged Low 

162 169.9984 152.3724 4.47E-01 3.81 E-01 1 Unchanged Low 

135 170.0092 174.0094 -3.52E-01 -6.85E-01 1 Unchanged Low 

202 170.0232 204.3052 -5.05E-01 -2.60E-01 1 Unchanged Low 

127 170,0525 124.9148 1.13E+00 7.10E-01 1 Unchanged Low 

134 170.2078 204.2885 -8.61 E-01 -1.21E+00 1 Unchanged Low 
113 170.45 177.0459 •5.38E'01 .1.13E+00 1 Unchanged Low 
100 170.9388 120.3545 9.25&01 1.52&01 1 Unchanged Low 
112 170.966 141.0924 2.B5E-01 -3.2SE^1 1 Unchanged Low 
237 171.0104 156.8515 1.46E+00 1.93E+00 1 Unchanged Low 
123 171.0467 123.4833 1.16E*00 6.76E-01 1 Unchanged Low 

92.4 171.0704 119.6038 e.43E-01 -4.59E-02 1 Unchanged Low 
204 171.1554 221.0285 -7.49E-01 -4.93E-01 1 Unchanged Low 

87.5 171.2094 135.8947 2.02E-01 .7.65E-01 1 Unchanged Low 

135 171,4356 139.3341 6.25E^1 2.84E-01 1 Unchanged Uw 
279 171.531 241.6967 •6.79E-01 2.20E^)2 1 Unchanged Uwv 

105 171.5949 120.5873 1.02E+00 3.21E-01 1 Unchanged Low 
167 171.6447 171.1671 -256E-02 -6.39E-02 1 Unchanged Low 
470 171.8945 269.7702 -4.04E-01 1.05E+00 1 Unchanged Low 
192 172,0218 185.2853 .1.60E-01 -4.71E-03 1 Unchanged Low 
220 172.0261 197.0098 -ZOO&OI 1.48E.01 1 Unchanged Low 
140 172.0658 155.2376 1.59E01 -1.43E-01 1 Unchanged Low 
102 172.112 120.1434 9.97E-01 2.43E.01 1 Unchanged Low 
111 172.4453 148.8447 8.25E-02 -5.50E-01 1 Unchanged Low 

102 172.5526 121.725 9.24E-01 1.62E-01 1 Unchanged Low 

103 172.5552 132.3749 5.07E-01 -2.36E-01 1 Unchanged Low 
119 172.5557 124.8565 1.05E+00 5.18E-01 1 Unchanged Low 

75.6 172.6495 134.9529 1.41 E-01 -1.05E+00 1 Unchanged Low 
198 172.7091 158.0886 7.17E-01 9^E-01 1 Unchanged Low 
290 172.8141 222.8453 -2.51 E-01 4.97E-01 1 Unchanged Low 
194 173.0059 154.2154 8.48E-01 1.01E+00 1 Unchanged Low 
242 173.0443 248.1566 -927E-01 -4.40E-01 1 UndiangedLow 
277 173.0997 226.323 -4.05E-01 2.71 E-OI 1 Unchanged Low 
88.2 173.314 120.9562 7.73E-01 -2.02E-01 1 Unchanged Low 
201 173.3314 191.35 -2.06E-O1 S.88E-03 1 Unchanged Low 
147 173.42 177.5327 -2.e9E-01 -5.23E-01 1 Unchanged Low 
158 173.4643 175.3861 -1.68E-01 ^.05E-01 1 Unchanged Low 
3S7 173.5038 271.4641 -6.57E-01 426E-01 1 Unchanged Low 
226 173.8489 241.8156 -9.06E-01 -5.28E-01 1 Unchanged Low 

86.2 174.5738 121.5057 7.50E-O1 •2.69E-01 1 Unchanged Low 
176 174.7689 174.3849 2.29E-02 3.61E-02 1 Unchanged Low 
197 174.7919 180.2852 4.69E-02 2.18E-01 1 Unchanged Low 
161 175.62 141.9533 9.76E-01 8.50E-O1 1 Unchanged Low 
165 175.6399 175.1475 -7.35E'02 *1.64E-01 1 Unchanged Low 
256 175.9869 217.6266 -3.29E-01 2.12E-01 1 Unchanged Low 
189 175.9952 170.7942 2.5SE-01 3.56E-01 1 Unchanged Low 

94.3 176.0348 122.2106 e.70E-O1 -3.08E-02 1 Unchanged Uw 
161 176.0531 157.6423 3.76E-01 2.49E-01 1 Unchanged Low 

106 176.1145 145,1219 1.98E-01 -5.38E-01 1 Unchanged Low 
255 176.3889 195J2182 1.96E-01 7J29E-01 1 Unchanged Low 
236 176.5938 189.2619 1-85E-01 6.03E-01 1 Unchanged Low 
100 176.5958 135.6192 4.40E-O1 -3.79E-01 1 Unchanged Low 
90 J 176.622 121.5361 8.54E-01 -1.15E-01 1 Unchanged Low 
244 176.6383 210.1876 -2.52E-01 2.12E-01 1 Unchanged Low 
168 176.6745 181.2437 -1.73E-01 -2.46E-01 1 Unchanged Low 
144 176.7101 135.6336 1.04E+00 7.49E-01 1 Unchanged Low 

113 176.7437 218.8465 -1.05E+00 -1.70E+00 1 Unchanged Low 
306 176.8763 238.6383 -3.98E-01 3.92E-01 1 Unchanged Low 
199 177.1301 214.8046 -5.97E-0t -4.27E-01 1 Unchanged Low 

170 177.4236 151.5175 7.24E-01 6.60E-01 1 Unchanged Low 
116 177.4629 125.8189 1.08E+00 4.59E-01 1 Unchanged Low 
99.8 177.5246 119.9152 1.11E+00 2.77E-01 1 Unchanged Low 
184 177.7635 191J703 .2.55E-01 -2.03E-01 1 Unchanged Low 
194 177.788 177.8629 1.34E-01 2.59E-01 1 Unchanged Low 
108 177.8526 126.9312 8.98E-01 1.72E-01 1 Unchanged Low 
99.8 177.8876 129.0088 7.02E-01 -1.33E-01 1 Unchanged Low 

171 177.9777 189.0342 .2.94E-01 -3.53E-01 1 Unchanged Low 
158 178.0P72 235.2956 .1.06E-I-00 -1.23E+00 1 Unchanged Low 
234 178.1318 256.0667 -9.98E-01 •6X>3E-01 1 Unchanged Low 
79.2 178.136 126.62 5.40E-01 -6.28E^1 1 Unchanged Low 

114 178.1677 149.8523 1.82E-01 -4.59E-01 1 Unchanged Low 
196 178.1741 218.8246 -6.63E-01 -5.24E-01 1 Unchanged Low 
361 178.4093 256.1517 -3.62E-01 6.54E-01 1 Unchanged Low 
227 178.4567 235.5213 -7.55E-01 -4.09E-01 1 Unchanged Low 
189 178.7923 209.7103 -5.47E-01 -4.66E-01 1 Und^anged Low 
276 178.7992 201.9381 2.41 E-01 8.66E^1 1 Unchanged Low 
285 178.9318 226.5893 -2.71E-01 4.00E-01 1 Unchanged Low 
279 178.999 200J335 3.23E-01 9.62E^1 1 UndttngedLow 
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P51449 


B01cd2 




021gh7 


Q14332 


F22ef5 


Q13207 


N13al2 


USHddd 


B19gh5 


000462 


J09ab7 




H14ef2 


P17900 


P19ab3 


Q9P0M4 


010cd8 




F13gh8 


Q9NZ92 


J02gh3 


Q9NX94 


Liegh6 


P04049 


612el5 


Q13181 


BOBcdl 


P22102 


MOSabS 


Q9NQZ8 


A09gh5 


Q9UN30 


D04cd2 


P26651 


J04ef6 


P18a87 


O06ef6 


Q9Y2S0 


P14eH 


P49023 


I05ef7 


P49321 


003ab7 


Q13428 


M14cd1 


Q9HCS6 


G07gh4 


P20813 


I02gh6 


000459 


COScdl 


P50151 


H24ab4 


Q16850 


012ab3 


Q9ULW3 


J09cd8 


Q16378 


O20cd7 


P41240 


J14ab4 


Q16649 


GOScdt 


Q9Y3M2 


J03ef8 


Q9UK58 


M14gh4 


P47874 


M23cdl 


095620 


O03cd7 


Q9UHV2 


J11cd8 


P02eiO 


F07gh6 


094903 


K04cd7 


Q9P0W6 


I03ef4 


Q9HBX4 


dSghS 


P0278B 


D24e(5 




E15ef1 


Q99717 


J01ab7 


Q1S036 


B23ghl 


P31751 


A08ab2 


P1 1177 


G21ab8 


Q9UEQ6 


F22ab2 


Q16531 


JilabS 


P28698 


G24cd3 


P41958 


N12ef4 


P54920 


E03cd4 


099487 


C19ab8 


Q9H0C8 


N15gh7 


PI 7252 


F17ab8 


P06493 


BOIefS 


000139 


C14ab7 


P54259 


N05ef6 


Q99757 


G10cri8 


Q9NW68 


B12gh2 


P16106 


016gh6 


P40e92 


M06ef5 


099798 


E01ab2 


PS3618 


A11ef3 


Q9UJ69 


N24gh2 


Q9NRM2 


P22ef8 


Q92S79 


B06cd6 


075399 


H22gh1 


Q9BZE4 


Il7cd8 


Q9NXB2 


G08gh2 


095424 


M06ef4 


P54577 


D14cd3 


043692 


N03ef7 


080507 


J03C(f3 


Q9BYS9 


BISghS 


P32780 


G11ab6 


Q14004 


D07ef5 


Q15910 


LOSabS 


P47974 


H22ab4 


Q13177 


E20ab8 




P16gh8 


P98172 


J01ef7 


Q9BQB1 


N04gh6 


075472 


HllcdS 


075608 


K06cd6 


000193 


E14ef3 



RAR-relaled orphan receplor C 

5ynaplotagfnin-like2 

frizzled homolog 2 (OrosophBa) 

T-box2 

hypotheUcat protein simnar to tnc 
rnannosklase; beta A; lysosonial 
adrenat gland protein AD-004 
GM2 ganglioslde acUvator proteii 
interteuldn 17C 
G proteln*coupted receptor 54 
SWl/SNF related; matrix assoda 
liypothetlcaJ protein FU20154 
v-raf>1 murine teukenia viral one 
ATP-Unding casseUe; sut>^amit> 
phosphoribosylglyclnafnide lomi} 
endothelial zir)c finger protein Inc 
sex comb on midleg-like 1 (Drosc 
zinc finger protein 36; C3H type; 
X-ray repair complementing defe 
RNA polymerase 1 16 kDa sutnin 



nuclear autoantigenic spemt pnA 
Treacher Coilins-Franceschetti s 
vacuolar protein sorting 11 (yeas 
cytochrome P450; ^bfan^ly IIB ( 
phospholnosltide-3-klnase; regul 
guanine nucleotide binding prole 
cytochrome P450: 51 (lanoslerd 
TATA-Mrtdlng proteln-trfncfing pre 
proline rich 4 (lacrimat) 
c-src tyrosine kinase 
nudear factor; inteileukln 3 regul 
chromosome 22 open reading frz 
cydin L ania-6a 
olfactory marker protein 
protein similar to E.con yhdg and 
C0K4-bindtng protein p34SEI1 
proline-rich protein HaettI sublSan 
proline synthetase co^ranscrlbet 
hpopdysaccharide spedfic respc 
stromal membrar>e-associated pr 
transferrin receplor (p90; CD71) 
InvTunoglobuUn heavy a>nstant i 
MAD; mothers against decapent: 
sorting nexin 17 

v-akl murine thymoma viral oncoi 
pyruvate dehydrogenase (Tipoam 
arTestin;beta2 

damage>spedfic DMA binding pn 
rinc finger protein 42 (myeioid-s{ 
melanocorQn 3 receptor 
N-ethylmalelmide-sensItive facto 
plat^et-acth/ating factor acetylhy 
tntegrin-IInked klnase-assodated 
prolan kinase C; alpha 
ceB dhrision cyde 2; 61 to S and 
ktnesbi heavy chain m»nber 2 
dentatorubral-paDldotuysian atroi 
Ihioredoxin 2 

hypothetical protein FU 10276 
H3 Wstone family; rrember J 
fnutL homolog 1; colon cancer; n 
aconitase 2; milochondrial 
coatomer protein complex; subur 
TolWnteracUng protein 
zinc finger protein 277 
CUG triplet repeat; RMA binding 
defomned eptdermal autoregulatc 
6 protein-binding proteki CRFQ 
hypotheUcal protein FU20343 
MYLE protein 
tyrosyl-tRNA synthetase 
protease inhibitor IS 
lyrosytprotein sulfolransferase 1 
MMS19-Uke {IWIETie homolog: S. 
general transcriplion factor llH; p 
cell division cyde 2-tike 5 (cholin 
enhancer of zeste homoiog 2 (Df 
zinc finger protein 36; C3H type-l 
p21 (CDKNiAVacthrated kinase: 
baculoviral lAP repeat-contalnln( 
ephrin<ai 

hypotheUcal protein FU10342 
DnaJ (Hsp40) homolog; subfamil 
(ysophospholipasel 
sniaU addle protein 



236.6977 
83.78255 
66.25011 
118.9378 

134.338 
83.23817 
178.4931 
124.7747 
260.8753 
87.92591 
267.7307 
133.6318 

225.086 
167.9383 
295.0489 
96.79294 
97.47885 
286.0733 
85.61601 
182.9338 
313.7788 

119.903 
164.3621 
177.2833 
122.3562 
145.3741 
186.5329 
353.9667 
97.23454 
81.91 
175.1285 
353.6698 
7427488 
191.3619 
250.3691 
227.8932 
1442806 
410.3478 
242.2062 
149.1418 
358.1542 
320.8365 

386.489 
227.5817 
303.8909 
253.7531 
229.1486 
190.7331 
205.1934 
78.12612 
225.3987 

306.753 
228.4138 
120.8459 
109.3851 
108.1696 
140.4141 
155.5295 
309.0415 
107.4044 
137.9914 
98.77988 

615.211 
238.4951 
211.4055 
2323567 
217.3752 
189.8387 
1512547 
259.0672 
1032077 
14S5748 
102.5299 

190271 
9929429 
258.9396 
92.56943 
213.1801 
187.7102 
367.7706 
251.3679 
122.6828 

113.906 
227.1041 
357.6112 
223.9793 



97.2 179.0372 

121 179.0813 

129 179.1323 

108 179.1858 
129 179.5015 

107 179.6953 
163 179.7989 
232 179.914 
223 180.0241 
133 180.0735 
247 130208 
165 180.3424 

183 180.3325 

127 180.4651 
180 180.5026 
138 180.7283 

86 181.0121 

162 181.0638 

102 181.0778 

149 1812184 
334 181.2995 
782 181.3524 
123 181.4282 
302 181.4601 

162 181.476 
160 181.534 

193 182.0963 

116 182.1309 
207 182.1565 

152 182.3589 

153 182.4257 
169 182-4266 

194 182.6022 
313 182.6351 
172 182.73 
207 183.1055 

163 183.5211 
332 183.6977 
146 183.9744 
177 184.0725 
342 184.0879 
257 1642545 
176 184.3533 
153 184.3978 
411 184.4831 
253 184.8245 

150 185.0719 

128 185.1221 
229 185.1363 
105 185.3347 
287 185.5363 
267 185.697 

241 185.7091 

109 185.7532 
74 185.6466 

762 185.8754 

205 185.9437 

152 186.0962 

163 186.106 

242 186.1575 

135 1862589 

108 186.2872 
291 186.5524 
102 186.6268 
259 186.6408 
227 186.8854 
198 187.122 
266 1872872 
214 187.3094 
285 187.4246 

184 187.5574 
lOa 167.5756 
163 187.7565 

136 188.0843 

117 188.1008 
180 188.3175 
158 188.3656 
306 188.8314 
163 168.8801 
232 188.9048 
126 189.0052 

109 1893196 
172 189.7648 
204 189.9354 
374 190.1833 
284 ig0J2397 



170.992 
128.0355 
131.3078 
1352524 
147.5119 
1232365 
173.7578 
178.9056 
2212511 
133.5723 
231.4963 
159.7713 
1962063 
1583133 
218.4202 
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L08cd5 
I13ab7 
M21ef8 
J24ef7 
C24gh4 
AlOabB 
L18ef6 
Ol2gh3 
O09ef7 
021cd8 
J23ef7 
016af>3 
M04abe 
J24cd2 
C24ab2 
N14cd7 
J16ab6 
Nl5ef1 
Gl0cd6 
O05ab7 
K10ef4 
O20ab8 
KOIerS 
A03ab3 
Gl9ab6 
C18ef3 
023ef6 
B09ef4 
I06cd1 
U}5ef2 
Pl7Qh5 
E02cd1 
M03gh3 
P21cd6 
F07ab4 



nasopharyngeal caRftMxnasusct 120.0173 
warns' Kimouf l-assodaOng prol 237.1077 
cydin-dependent kinase 2 98.60804 
caUiepsIn C 97.3314 
IK cytoJdne; down-regulator of HI 108.6134 
hypottieUcaJ protein FU1 1151 28S.3106 
(gsuperfamily protein 356.8489 
dual spedfidty phosphatase 1 1 ( 250.2151 
hepatoceOuIarcardnoina-assodi 287.2586 
protein kinase C and casein Mna 438.5503 
periplakin 443.9882 
CCR4-NOT transcripikin compte: 1 69.665 
eukaryoUc translation InltlaUonfia 273.7271 
thynidine kinase 2; finilochandfia 124.7128 
deafhess: autosomal dofTinant 5 122.4035 
comichon-llke 181.7181 
folllstatin-IIKe 1 60.93058 
^taUuone S-transferase A4 78.38055 
chromogranin A (parathyroid sec 115.7467 
6 protein beta subunit-Iike 1 98.1992 
PRP31pre-fnRNA processing fai 175.7234 
CGI-78 protein 325.6509 
KIAA0174 gene product 230.1 187 

dimethylarginlne dimethytarrinoh 125.0105 
iimunoglobuHn lambda-IIke poly 1 42.7367 
hepatitis delta anUgen-lntefacUnt 320.7647 
activating transcripUon fedor 1 470.9776 
HLA'B assodated transcript 8 1 38.8938 
hypotheUca! protein FU10637 98.19923 
peptidase D 133.8157 
sfrinocerebeltar ataxia 2 (divopoi 1 91 .0044 
dwomosome 20 open readtng frs 134.2553 
contadin 2 (axonat) 1 08.0043 

transmembrane protein 1 1 48,0375 

suppressor of Ty 5 homo!og(S.c 225.1962 
neural proliferation; d/fferenUaUoi 188.0695 
nudearR^^A export fadorl 2D5.4132 
UBXdomaln-conlainingl 127.7069 
guanine nudeotide binding prote 140.2412 
low density lipoprotein receptor t 301.1179 
transmembrane protein 2 1 82301 2 

plnin; desmosome assodated pn 200.7164 
ankyrin repeat and SOCS box-cc 1 21 .1 1 39 
H4 Mstone; fatriiy 2 81.1 5302 

v-Kl-ras2 KIrslen rat sarcoma 2 v 209.4177 
desmoplakin (DPI: DPI I) 249.9083 
sprouty homolog 2 (Drosophfia) 1 193051 
dihydroRpoafnide dehydrogenase 348.3029 
crystallin:zela(qutnonereducta£ 514.6998 
fasdcufalion and elongalton profc 86.8735 
tissue fadof pathway inhibitor (ii) 596.8869 
MoI56 (O. melanogasterhBke pro 1 95.201 7 
mannose phosphate tsomerase 1 02.2281 
HSPC055 protein 91.56792 
forkhead box 81 141.4272 
CHMP13 protein 2802988 
ocdudin 859.5688 
diromobox homolog 5 (HP1 alph 164.9514 
hypothetical protein FU10707 1 36.0971 
transfomr^ng growth fiactor; beta i 1 12.4415 
reUnal degeneration B beta 333.6051 
carboxypeptidase E 8 1 .8534 1 

dihycfrofolatc reductase 148.8142 
protease Inhibitor 3; skin-derived 20Z93S7 
triple funcUonal domain {PTPRF 233.7649 
aradildonate 15.tipoxygenase 288.5504 
pilin-iike transcription factor 200.9397 
karyophcrin alpha 3 (Importin a!p 358.8945 
add duster protein 33 222.81 6 

Yes-assodated protein 1 ; 65 kD 21 9.0427 
nudeoOde binding protein 1 (Mn 272.4995 
AD-003 protein 120.4834 
plastin 1 (I isoform) 5177448 
Interferon regiilatory factor 1 310.699 
ATPase: H+ bansporting: tysosoi 299.07 
holocytochromec synthase (cyto 251.8825 
transmembrane protein 5 103.4737 
K1AA01 53 protein 332.5834 
NAD(P) dependent steroid dehyc 253.061 
sarcoglycan; alpha (50kD dystroi 3S8J221 
map kinase phosphatase^ike pre 275.0054 
hypotheOcal protein FU23499 204.1242 
protein kinase C; delta 
hypothetical protein FLJ!2004e 
SNAF^ protein VMS 
general trar»CiipUon factor IIIA 



419.7056 
240.4802 
188.9561 
318.1862 



196 203.8212 
258 204J228 
214 204.3554 
77.9 204.771 
1S3 204.9565 
565 205.0219 
226 205.0366 

205 205.1456 
283 205.223 
349 205.53 
301 205.5879 
224 205.873 
210 205.7436 
147 205.9951 
264 206.3187 
138 206.4442 

97.7 206.5097 
91.3 206.6118 
283 208.8714 
192 206.9573 
310 207i)g04 
246 207.7702 
401 207.9831 
157 208.0048 
230 208.1333 
226 208.1753 

206 208.3404 
175 208.5984 
115 209.0315 
192 209.0325 
240 209.0555 
316 209.227 

68.8 209,3915 

238 209.4168 
296 209.795 
206 209.8245 
175 209.9237 
236 209.9733 
112 209.9975 
394 210.369 
130 210.5088 
204 210.6944 

76.2 210.8606 
191 210.8651 

239 211.0234 
263 211.0334 
155 211.0573 
232 211.1679 
301 211.6448 
95.1 211.8371 
458 212.0146 
217 212.2397 

135 212.3424 
157 21^3544 
105 21Z4773 
230 212.8608 
338 212.9222 
124 213,1315 

136 213.1484 
208 213.3211 
287 213.5389 

137 213.5973 
59.6 213.6217 
582 213.9068 
197 213J9409 

87.3 213.9824 
224 214.0069 
313 214.0819 
223 2142958 
268 214.3846 
223 214.5051 
147 214.7067 
303 214.7993 
395 214.9514 
638 215.0012 
415 215.1177 
123 215.2492 
275 215.4465 
171 215.5558 
129 215.8058 
326 215.9987 
332 216.1178 
297 216.1184 
235 216.1338 
242 216.7243 
193 216.7575 



173J3257 7.64E-01 
233.0967 -Z15E-01 
172.2468 1.05E+OO 
126.6548 1.07E+00 
155.5636 9.16E-01 
351.7208 <77E-01 
262.6019 -7.99E-01 
220.2678 .Z87E-01 
258.6032 -4.85E-01 
331.0599 -1.09E^O 
316.8358 -1.11E+00 
206.5153 1.17E-01 
229.9659 -4.12E-01 
159.1674 724E^1 
197.4327 7.53E-01 
175.4375 1.84E-01 
128.3877 1.35E+00 
125.424 1.40E+00 
201.8922 d.38E^1 
199.1923 

230.9065 2.37E^ 
259.7061 .6.48E^1 
279.676 -1.46E-01 
163.3476 7.35E-01 
193.5142 5.44E-01 
251.6031 >8,24E-01 
295.2222 -I.IBE+OO 
174.3142 5J7S<»1 
140.794 1;09E^ 
1782362 6.43E^1 
213.1956 1.30E^1 
219.8275 6.40E-01 
128.7469 9.55E^1 
198.4177 5.00E-01 
243.5051 -1.02E-01 
201225 1.58E-0f 
196.7655 3.13E-02 
191.2074 7.17E-01 
154.1344 5.82E-01 
301.7776 -5,17E-01 
174.2344 2.08E-01 
205.0214 7.00E-02 
136.0527 8.0OE-O1 
161.1408 1.38E+00 
219.9522 1.10E-02 
241.3819 -2.44E-01 
161.8627 8.21E-01 
2632128 .7.14E-01 
342.4839 -1.28E4C0 
1312705 129E+00 
422.403 -1.49E+C0 
208.1394 121E-01 
149.8251 1.0SE+00 
153.7649 121E+00 
153.0918 5.87E-01 
241.047 .3.97E01 
4702634 .2.01 E+00 
167.3186 3.70E-01 
161.8885 6.47E-01 
178.0564 924E-01 
277.9863 ^.44E-01 
144.0377 1.38E+00 
140.6638 522Emi 
333.0661 7.60E-02 
215.0154 .128E-01 
196.6194 -4.31 EK)1 
213.0068 9.09E-02 
295.4165 .7.45E-01 
220.0079 -5.62E-02 
233.924 -3.10E-02 
236.5867 •3.45E^}1 
160.6424 B.34E-01 
345.2493 -1.27E+00 
308.8604 .5.32E-01 
383.914 ^.76E^1 
293.8906 ♦228E^1 
1472535 1.06E+00 
274.7657 ^26E^1 
213.0647 .2.3ie-01 
234.3861 -7.31E-01 
272.4953 -3.48E-01 
250.8425 8.24E^ 
310.8344 -9.58E^1 
230.6008 -1.54E<)1 
215.7355 1.98E^ 
242.5829 -5.54E-01 



7.09E-01 
1.22E-01 
1.12E+00 
-322E-01 
4.95E^1 
9.65E-01 
.6.59E4>1 
•2.84E^1 
-1.99E^ 
-329E^1 
•5£1E-01 
2.41E^1 
-3.79E^1 
225E-01 
I.IIE-KJO 
-3.95E.01 
2.72E^)1 
220Er01 
129E400 
-427E.02 
&19&01 
-4.06E-01 
8.01 E^)1 
329E>01 
6.e6E-01 
-5.06E-01 
-1.19&K)0 
3.37E-01 
2.30E-01 
520E^ 
327E-01 
123E-K)0 
-6.50E-01 
6.84E-01 
3.92E-01 
1.30E-O1 
-2.32E.01 
8.86E-01 
-3.22E-01 
3.e7E-01 
^.B9E^1 
2.10E^2 
-6.69E^1 
124E+00 
1.93E-01 
7.48E-02 
3.75E-01 
-5.77E^1 
-7.73E-01 
1.31E-01 
-3.81E^1 
1.53E-01 
4X)0E-01 
731&01 
-4.25E.01 
•2.85E-01 
.1.35E+00 
^.13E-01 
3.42E^ 
8.90E^1 
-2.18E-01 
7.40E-01 
.1,32E+00 
1.52EH)0 
-2.45E'01 
-1.72e+00 
157E-01 
-1.96E^1 
621 E^ 
2.93E-01 
-2.91E-01 
2.84E-01 
-7.72E-01 
3.46E-01 
1.09E+00 
7.19E-01 
2.50E-O1 
-2.68E-01 
-5.69E-01 
.1.47E+00 
2.48E-01 
7.03E-01 
-S.OOE^I 
-321 E^2 
3.54E-01 
-723E-01 



1 UndrangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UrK:hanged Low 
1 Unchanged Low 
1 Unchanged low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UnchangedLow 
1 UnchangedLow 
1 Urvchanged Low 
1 Unchanged Low 
1 UnchangedLow 
1 UndiangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 \Jr\x^an^edtmt 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 Unchanged Low 
1 UnchangedLow 
1 Unchanged Low 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 Unchanged Low 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 Undtanged Low 
1 UhchangedLow 
1 Unchanged Low 
1 Unchanged lj)w 
1 Uncfianged Low 
1 UnchangedLow 
1 UnchangedLow 
1 UnchangedLow 
1 UndiangedLow 
t tinchanged Low 
I UnchangedLow 
1 UnchangedLow 
I UndiangedLow 
t Unchanged Low 
1 UnchangedLow 
1 UndiangedLow 
I UndiangedLow 
I UnchangedLow 
I Unctianged Low 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
t UnchangedLow 
I Unchanged Low 
I UnchangedLow 
t UhchangedLow 
I UndiangedLow 
I UndiangedLow 
i Un^ngedLow 
I UnchangedLow 
I UnchangedLow 
i UnchangedLow 
I UnchangedLow 
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09Y223 


N03cdS 


095816 


E2l3b3 


Q9HUK9 


A21^8 


Q9BTJ1 


C03ef2 


Q9NRR3 


J23gh4 


QdYSL3 


A13ab4 


075351 


K06cd5 


075443 


F07cd2 


Q9H7X4 


K04gh7 


000255 


K22ab8 


Q9BV94 


D05gh3 


014813 


D10ab2 


P3S269 


015ab4 


Q12B91 


EOSefS 


015162 


L08gb1 


Q14469 


O08ab7 


P06241 


Pt33b4 


Q9BV69 


P17oh7 


Q9P0P9 


K12e(2 


Q9UMF9 


L14cd3 


Q03527 


L07ab8 


P31153 


J15ab7 


Q04741 


D21ef1 


Q13153 


L22ef5 


Q9Y388 


Hl5ef2 


Q9HC14 


K17gh5 


psozei 


OOSefS 


09UFK2 


P05ef8 


Q13011 


023ab4 


P09601 


E20ef7 


Q9BVZ8 


P23gh8 


013889 


AllabS 


P49703 


P23ab2 


Q9GZU7 


GlIgM 


P10253 


M223b3 


Q9Y3V5 


BieefS 


014773 


P17ef7 


P22061 


G13cd1 


PI 4868 


K2l8b4 


Q14938 


016er6 


075968 


P21ef3 


Q9H779 


C15gh6 


098X72 


C02ghe 


043563 


G24cd1 


015142 


D17ab2 


Q9UJ41 


K17ef4 


PD5231 


F21ef7 


Q9Y2H0 


G24e{8 


Q9UJT9 


E15cda 


Q9Y306 


023ef2 


09Y6A6 


N04ef3 


075300 


K18cd2 


P51798 


L03ef1 


014839 


C21ab4 


050299 


OIBghl 


Q9Y6F1 


H03ab2 


015212 


E04e13 


Q9Y2W2 


Jl4ef2 


Q9UKN5 


O03cd8 


Q00978 


C24cd8 


Q9UHY0 


L08en 


Q9Y248 


L13ef2 


096019 


E21ab2 


P10276 


Kl9ab8 


Q9BUC7 


P22gh8 


Q9HAC1 


DOIgftS 


093078 


MIBghe 


P08572 


N22ef6 


P15056 


GtOefS 


015543 


J15cd2 


014901 


J05cd3 






P51965 


013cd3 


Q9Y3R2 


G04cd8 


094829 


GIOgM 


092859 


M13ab8 


Q12846 


O02cd2 


P012e6 


G15en 


Q9UH92 


L01cd8 


075323 


P09ab5 


Q9UQ33 


P07ef2 


Q9Y3A7 


A17ef2 


Q9Y2Z0 


A17cd7 


P56211 


F16ab2 


P21127 


013ef1 


Q07B68 


B23ab7 



UDP-N-acfi»ylglucosaiTilne-2^plj 207.311 295 217.1156 239.9617 6.67E^)2 5.11 E^l 1 Unchanged Low 

BCU-BSSOdated alhanogene 2 84.7224 942 217.4827 132.1461 1.36E+00 t.53E-01 1 Unchanged Low 

hypotheUcal protein DKFZP434H 193.1934 324 217.6924 244.8706 1.72E-01 7.45E-01 1 Unchanged Low 

ribosomatproletnS27>llke 132.1497 411 2iajZ702 253.7125 7Ji4E-01 1.64E-HK) 1 Unchanged Low 

chramosomel open reading frar 138^192 201 218.4149 1B5.8791 6X0E4>1 5.40E-O1 1 Unchanged Low 

ectonudeoside triphosphate dlpT 235.2745 316 218.4547 256.4569 •1.07&O1 424E-01 1 Unchanged Low 

suppressor of K> transport defec 274.5938 311 218.6389 267.9692 -3J29E-01 1.7BE-01 1 Unchanged Low 

tectorin alpha 183.4591 150 218.7282 1842202 2.54E-01 -2.e6E-0l 1 Unchanged Low 

KIAA1085 protein 2682576 372 218.7527 2882489 .2.94E-01 4.71 E-01 1 Unchanged Low 

mulUple endocrine neoplasia I 134.7209 117 218.9335 156.9374 7.01 E-01 >2.02E-01 1 Unchanged Low 

chrorrejsome 20 open reading frs 319.259 316 219.2324 284,912 -5.42E-01 .1.37E-02 1 Unchanged Low 

anstalesshomeobax{Drosophaa 226^067 320 2192567 255.131 •4.57E-02 4.99E-C1 1 Unchanged Low 

general transcripUonf3ClorllF:f> 243.6395 213 219.8975 225.4377 •1.49&01 •1.98E-01 1 Unchanged Low 

hyaluronoglucosaniintdase 2 331.3833 311 220.4462 287.63|63 -5.86E-01 •9.12E>02 1 Unchanged Low 

phospholipid saaniblasel 440.6448 597 220.6688 419j5068 -aSBE-Ol 4.39E'01 1 Unchanged Low 

hairy homdog (Drosophna) 1512148 251 221.0242 207.739 5.48E-01 7.31 E-01 1 Unchanged Low 

FYN oncogene related to SRC: F 106.4214 82.5 2212951 136.7385 1.06E+00 ^.67E-01 1 Unchanged Low 

phosphatldylsefinefiynlhase2 225.5812 200 221.5588 215.8454 -^60E^ -1.71E-01 1 Unchanged Low 

hypoihetical protein L0C51249 290.4444 434 222.6323 315.5648 -3.e4E-01 5.78E-01 1 Unchanged Low 

eukaryoUc translation tnillatlon fa 207.6515 242 222.6344 2242505 1.01 E-01 2.24E*01 1 Unchanged Low 

proteasome(prosome;macropaii 441.8371 284 222.6794 316.1666 -9.88E-01 -6.36E.01 1 Unchanged Low 

methionine adenosyttransferase 2452111 134 222.7802 200.5541 -1.38E-01 >8.75E-01 1 Unchanged Low 

ernptyspiradeshomotogl (Ores 240.3769 189 222.791 217.4148 -1.1 OE-01 -3.46E-01 1 Unchanged Low 

p21/Cdc42/Rac1-acllvBled Wnas. 243.198 277 222.8583 247.6258 -1.26E-01 1.87E-01 1 Unchanged Low 

CGi-79protdn 100.7214 131 2232467 1682598 1.15E+00 8.44Eo0l 1 Unchanged Low 

mllochondrfal rfbosomal protein $ 158.7783 200 2232594 193.9429 4.82E-ai 3.31 E-01 1 Unhanged Low 

c/cnnD3 107.4859 167 2232751 166.0499 I.OSE^ 6.39E-01 1 Unchanged Low 

DKF2P564K1964 protein 133.0476 210 223.4229 188.8934 7.48E-01 6.60E-01 1 Unchanged Low 

enoyt Coenzyme A hydnatase 1; I 337.9818 273 223.7187 2782904 -5.95E-01 »3.07E-Ot 1 Unchanged Low 

heme oicygenass (decycHng) 1 186.4519 425 223.7447 278.3661 2.63E-01 1.19E+00 1 Unchanged Low 

hypotheUcal protein FLJ14936 126.689 127 224.0692 159.346 823E-01 6.71 E-03 1 Unchanged Low 

general transcription (iactornH;p 112.1935 202 224.1653 179.5227 9.99E-01 8.50E-O1 1 Unchanged Low 

ADP-rfbosyiationiiactor 4-111(6 125.6732 912 224.1896 147.0234 8.35E-01 •4.62&01 1 Unchanged Low 

nudearUMInteiador-Interacnne 305.5546 150 2242596 226.5474 -4.46E-01 -1X3E^ 1 Unchanged Low 

C)tico5fd35e:3}pha:add<Pompe 187.3998 155 2242782 189.0733 2.59E-C1 >Z69C^1 1 Unchanged Low 

hypothetical protein DKFZPSeeF 303.8477 426 224.4103 318.1897 -4.37E-01 4.89E-01 1 Unchanged Low 

ceroId-HpofusdnosIs: neuronal 2: 169.6468 214 224.4535 202.7117 4JME-01 3.35E-01 1 Unchanged Low 

prDteln-L-isoaspartate(0-aspam 118.1783 163 224.5569 168.6387 925e-01 4.66E-01 1 Unchanged Low 

aspartyWRNA synthetase 117.1946 78.1 225.0996 140.1468 9.42E-01 .5.e5E-01 1 Unchanged Low 

nudear factor lflC{CCAAT-Wnd»n 94.58773 84.9 225.3458 134.9545 1 25E+00 -1.55E-01 1 Unchanged Low 

pann&dnl 215,9169 216 225.5368 219.072 629E-02 -l.OeE-OS 1 Unchanged Low 

hypotheUcal protein MGC2621 138.4597 313 225.8086 225.7323 7X6E-01 I.ISE^O 1 Unchanged Low 

tFP38 168.9682 172 225.8249 188.9468 4.18E-01 2.61E-02 1 Unchanged Low 

solute carrier family 22 (organic < 133.7352 149 225.8428 169.4168 7.56E-01 1.53&01 l Unchanged Low 

ARP2actln.relaled protein 2 hon 250.3086 215 226.0552 230.3093 -1.47E-01 .2.22E-01 1 Unchanged Low 

pulatwe RabS GDP/GTP exchanj 121.9096 165 226.5205 1712118 8.94E-01 4.38E-01 1 Unchanged Low 

InlerteuWn 6 (Inlerferon; beta 2) 240.2349 673 226.529 379,972 -8.48E-02 1.49E+00 1 Unchanged Low 

KIAA0984 protein 279.6086 310 226.545 271.9604 -3.04E-01 1.48E-01 1 Unchanged Low 

F-box and leudne-rkh repeat pre 287.9128 294 226.762 259.5315 -3.44E-01 2.98E-02 1 Unchanged Low 

pelOtahomQlog(DiosopWla) 146.8037 190 226.8083 187.7391 628E^1 3.69E^1 1 Unchanged Low 

transcripOon factor {p38lnteractli 174.5425 171 226.9539 190.8287 3.79E-01 •2.97E02 1 Unchanged Low 

ribosome binding protein 1 homo 98.67954 73.7 227.0651 133.1515 120E+00 -421E'01 1 Unchanged Low 

chloride channel 7 278.4282 282 228.319 263.0106 -2.86E-01 1.98E.02 1 Unchanged Low 

chromodomaln hdlcase ONA bin 104.8847 161 228.322 1643091 1.12EKK) 6.20E-01 1 Unchanged Low 

KIAA0552 gene product 132.5981 337 228.426 232.6614 7.85E-01 1.35E+00 1 Unchanged Low 

ADP-ribosyllransferase{NACH;f 248.9844 399 228.5355 292.1577 -1.24 E-01 6.B0E-01 1 Unchanged Low 

HLAdassll region expressed ge 250.113 292 228.5629 256.7661 -130E-01 222E-01 1 Unchanged Low 

WW domain binding protein 11 335.0512 304 228.6314 289.1386 -5.51 E4)1 -1.42E-01 1 Unchanged Low 

PR domain containing 4 252.6208 80.6 228.639 187.2825 -1.44E*01 -I.BSE^OO 1 Unchanged Low 

tnterferon-sfitnulaledtrsnscriptioi 303.7171 404 228.7768 3122774 -4.09E-O1 4.13E-01 1 Unchanged Low 

HP1-BP74 295J9512 267 228.8435 263.8122 -3.71 E-01 -1.50E-01 1 Unchanged Low 

HSPC037 protein 92.39515 70.3 229.0541 130.5748 1.31 E+00 -3.95E-01 1 Unchanged Low 

BAF53 228.9673 345 229.5696 267.9206 3.79E-03 5.92E-01 1 Unchanged Low 

retinolc add receptor, alpha 250.0312 122 229.7466 200.7048 •1.22E'01 -1.03E+00 1 Unchanged Low 

hypotheUcal protein MGC4172 136.4413 398 229.8471 254.8265 752E-01 1.55E+00 1 Unchanged Low 

praial 143.4168 97.5 230.0154 156.9765 6.B1E-01 -5.57&Ot 1 Unchanged Low 

H2Bh}slQne family: member H 179.9656 203 230.2553 204.3058 3.56E-01 1.72E^1 1 Unchanged Low 

collagen; type IV: alpha 2 70.14126 87.3 230.3868 129.2665 1.72E+00 3.15E-01 1 Unchanged Low 

v-raf murine sarcoma virai oncog 194.1803 174 231.0687 199.7155 2.51E-01 -1.59E-01 1 Unchanged Low 

TAF13RNA polymerase II; TAT/' 222.3129 262 231.2695 238.5733 5.70E-02 2.38E-01 1 Unchanged Low 

TGFB Inducible early growth resi 277.90S9 277 231.5621 262.1749 -2.63E-01 -4.43E-03 1 Unchanged Low 

diphosphate dimethyfallyt dfphos 313.8915 257 231.841 267.6704 -4. 37E-01 -2.87E-01 1 Unchanged Low 

ubtqultln-conjugating enzyme E2 2542693 673 232.1178 386.4499 •1.32E-01 1.40E+00 1 Unchanged Low 

Iransportln-SR 338.45 219 232.2301 263.1006 -5.43E-01 -6.31 E-01 1 Unchanged Low 

ImportlnIS 160.8646 247 232.3109 213.3188 5J0E-01 6.17E^1 1 Unchanged Low 

neogenin homolog 1 (chicken) 153.0455 249 232.6926 211.5326 6.04E-01 7.01 E-01 1 Unchanged Low 

syntax»n4A (placental) 323.5547 932 232.9973 216.5887 -4 J4E-01 -1.80E+00 1 Unchanged Low 

growth hormone releasing hormc 237.6384 263 233.028 244.6261 -2.e3E-02 1.47E-01 i Unchanged Low 

transcription factor-like 4 172.7135 195 233.1639 200.1328 4.33E-01 1.72E-01 1 Unchanged Low 

gfloblastoma amplified sequence 178.3893 168 233.5843 1932783 33gE-01 -8.78E-02 1 Unchanged Low 

microlubute-assodated protein; F 101.7866 134 234.2195 156.5563 120&K)0 3.93E>01 1 Unchanged Low 

CGM01 protein 402.1639 210 234.3057 282.29B1 -7.73E-01 -9.34&01 1 Unchanged Low 

suppressor or G2 allele of SKP1; 184.6693 256 234.3223 224.9562 3.44E-01 4.71E-01 1 Unchanged Low 

cyclic AMP phosphoprolein; 19 k 276.9734 386 234.3401 299.2676 -2.41 E-01 4.81E-01 1 Unchanged Low 

cell division cyde 2-like 2 159.1108 304 234.454 232.4012 5.59E-0t 9.32E-01 1 Unchanged Low 

kinesin 2 (60.70kO) 254.5932 408 234.5156 299.1796 -1.1 9E-01 6.82E-01 1 Unchanged Low 
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Q9BTt3 HllefB KIAAIOSB protein 228.7025 
Q9H2J4 EilghS hypolhettcal pfpteln MGC3062 238.7573 
Q9NXE5 E10gh2 hypolhetteal protein FIJ20298 193.8379 
Q92S72 E17ab4 adaplor-reiatectpfDtein complex: 86.23952 
Q9N5Cr6 K05gh2 FtsJ homolog 3 (E. cofl) 254.7485 
015321 FOScdS Iransmembrane 9 supcftairily mt 295.1129 
01 53B3 F07cd6 HIV-1 Tal InteracUve protein 2; » 402.8554 
060403 B06cd8 dfadoof receptor; family 10; sulx 237.7465 
P49354 K24ab4 lamesyltransferase: CAAX box; 8 173.9344 
P48039 B07ef6 melatonin receptor 1A 305.0267 
043562 C08ab8 sohite carrier KamOy 22 (organic c 115.4101 
Q9HC89 N24ef8 calpatnIO 212.0136 
P00790 M13ef1 pepsinogen 5: group I (pepslnogi 256.009 
Q9NVP1 G01cd5 DEAD/H (Asp-Ghi-Ala-Asp/Hfs) t 78.40555 
Q9UBN1 F23ef3 caWum channel; voltage-depend 269.9719 
P35659 M22cd3 DEK oncogene (DNA Irfnding) 80^159 
P54252 NOSefB Machado-Joseph disease {spino 156.7549 
Q14152 L12od3 eukaryoUc translation Initlallon fa 364.5131 
Q9V314 E16ef2 eNOS interacting prtjtein 123.3313 
Q9MRC7 E23ef3 sirtuin sRent mating type Infomial 136,0486 
P02533 N02el6 keralin 14 (epldenrxrfysis bullosa 203.4102 
060907 J19cd2 transdudn (betaHite 1 X-linked 175.9553 
P43155 B16ab3 camiUne acetyttransferaso 288.355 
Q15077 H08ab8 pyrimidinerglc receptor P2V; 6-p 389S746 
012840 I06ab7 kinesin family member 5A 238.3605 
P26599 A05cd3 potypyrimldind tract binding prole 160.4912 
Q9V316 MlleB C21oif19-ltke protein 450.6398 
P24394 OlSabe interfeuhin 4 receptor 309.5199 
P32418 J22gh1 solute canter family 8 (sodlunycE 171.4835 
P42694 N01ef3 hellcase with zinc finger domain 165.7017 
060755 L09cd3 galanin receptor 3 162.6185 
Q16204 A18cd4 DNA segment; single copy; probt 192.0586 
Q 12980 N15cd7 Conserved gene telomeric to alpl 183.7714 
P08SS9 N16ab7 pynivate dehydrogenase (llpoam 375.1479 
Q9V2U9 KD2ef3 host cell fector tiormlog 127.5142 
Q9V2T2 P17cd7 adaptor^dated protein complex : 336.9686 
Q13105 K10cd3 zinc finger protein 151 (pHZ-67) 177.9188 
Q9H1J1 J12gh5 sirrtlar to yeast Upf3: variant A 154.12 
Q08752 EOlcdl pepiJdyfproM Isomerase D (cydc 446.371 
P38159 F14ab7 RNA binding moUf protein; Xchrt 342.4693 
Q9Y337 A12cd8 Icallil^reln 5 215.5515 
P25445 A02ef6 tumor necrosis factor receptor 5u 102.3524 
Q9BZH1 P02gh5 membrane-spanning 4Hlomains: 350.8825 
043633 012ef4 putative breast adenocarcinoma 308.4601 
Q99536 603cd6 veslde anilne transport protein 1 222.8504 
P24557 Nllcdl thromboxane A synthase 1 (plale 326.4482 
075369 G16ab4 fitamin B; beta (acBn binding prol 331.6975 
P50453 HlOaba serine (or cysteine) proteinase In 439.8605 
P35580 018cdl transolpUon factor 2; hepaUc; IF 235.5021 
003924 I01gh7 zinc finger protein 117 (HPF9) 257.8571 
Q9NRQ5 F17gh4 FN5 protein 361.924 
099867 G12gh7 tubuQn; beta polypeptide 4; mem 376.7361 
Q9H682 819gh7 A20-b{ndlng inhibitor of f/F-l<app; 205.6095 
000148 N12cd5 DEA£VH(Asp-Glu-Ala.Asp/H}s)t 259.196 
FllcdB TCF3(E2A) fusion partner (Inch 170.7519 
Q9U651 N0Sef3 anaphase-pfomoting complex su 274.4079 
075175 F12cd8 CCR4-N0T transcription comple: 230.1579 
Q9GZQ8 C05gh2 microlubde-assodated proleln$ 261.5987 
PI 9438 A04ef6 tumor necTC^is factor receptor su 233.3188 
Q9NRR8 O04gh4 small protein effector 1 of Cdc42 338.2133 
095162 N10el8 peroxisomal short-chain alcohol i 154.9486 
095279 J22cd3 potassium channel; subfamily K; 274.3417 
Q9NTW4 N21el8 DKFZP564A2416 protein 403.4188 
Q9NWM9 H2lgh2 hypothetical protein FtJ20730 121.538 
P40121 P23ab5 capping protein (acUnfilamenl); I 452.2006 
Q92466 I04ab3 damage-specific DNA binding pn 99.17314 
043365 K05gh7 homeobcxA3 132.7369 
09NVJ7 002gh3 DEAOm (Asp-Glu-Ala-Aspflfls) t 336.1927 
Q9NVY5 H08ef7 serologically defined colon cana 182.4598 
Q9BY40 612ghS CDA11 protein 141.0763 
QgNZE2 O06ef2 hypolhefical protein L0C51 321 76.41026 
P29275 K11ab2 adcrraslne A2b receptor 354.5115 
Q9N2E0 P22ef1 WW domain-contalning adapter • 82.72809 
Q03111 N03ab7 myeloid/lymphoid or mited-lineaj 225.1377 
Q08499 G2lef5 phosphodiesterase 4D; cAMP-sp 125.5177 
015628 A20ef6 TNFFtSFIA-assodaled via death 214.1641 
Q9Y657 C07cd7 spindlin 217.9487 
09UHQ1 I09cd8 nuclear prelamfn A recognflf on fs 312.9614 
PITgao H24efB proleasome(prosome;macrDpaii 331.1488 
P45877 I19ab8 peptldylprolyl isomerase C (cycle 165.0715 
O95340 A23cd5 3'-phosphoadenosine S'-phosphc 110.9876 
Q9H927 FleghS hypothetical protein FU 12448 158.5794 
015172 E11cd4 phosphoserine pfw)sphalase-l!ke 321.9060 
P01298 F05ab8 pancreatic polypepUde 544.0034 
013395 J17cd2 TAR (HiV) RNA binding protein 1 260.7056 
01S551 623ab4 daudinS 279.9519 



230 2343211 231.0835 3.62E-02 B.33E-03 
256 235.0353 243.2412 .2.27E^2 1.00E-01 
399 235.1468 275.9024 2.79E-01 1.04E+00 
209 235.2813 176.703 t.45E+00 1.27E+00 
277 235.4026 2S5.68S -1.14E-01 1,20E-01 
227 235.695 252.5547 -3.24E-01 .3.79E-01 
444 235.7849 360.7235 -7.73E-01 1.39E-01 
262 235.906 245.2774 -1.12E^ 1.41E-01 
193 235.9155 201.1077 4.40E^1 1.54E-01 
208 236.1249 249.7986 -3.69E.01 -5.51 E-01 
125 238.1587 158.9844 1.03E+00 120E-01 

242 236.247 230.2337 1.56E-01 1.93E-01 
266 236.6918 253.0491 -1.13E-01 5.77E-02 

89 236.7778 134.724 1.59E+00 1.B3E-01 
360 237.0557 289.0967 -1.88E-01 4.ieE-01 
77,8 237.1934 131.6712 1.57EH)0 -4.0eE-02 
274 2372775 222.5126 5.98E^1 8.03E-01 
268 237 J02 289.959 -6.19E-01 -4.43E-01 
219 237.3058 193.3594 9.44E-01 8.31E-01 
328 237.5194 233.7238 8.04E-01 1.27E+00 
190 237.6951 210.4458 2.25E<^1 -9.66E-02 
171 237.7396 194.8701 4.34E-01 .4.19E-02 
190 237.8908 238.6629 *2.7BE<01 -^OSE-OI 
248 238.1475 292.1056 .7.12E-01 •&52E4)1 
282 238.2407 252.8959 -7.25E.04 2.43E-01 
345 238.4 247.8557 5.71E-01 1.10E+00 
327 238.5981 338.8101 -9.17E-01 ^.62E-01 

330 238.6201 292.7071 .3.75E-Q1 9.24E-02 
134 238.7225 181.3894 4.77E-01 -3.568-01 
145 238.7561 183.6122 527E-01 -1.79E-01 
268 238.7669 223.2368 5.54E-01 7.22E-01 
225 238.8166 218.6477 3.14E.0t 2.29E-01 
174 238.9231 198.8702 3.79E-01 -7.95E-02 

206 239.4879 273.612 -6.48E-0t -8.63E-01 
154 239.623 173.6438 9.10E-01 2.70E-01 
395 239.6299 323.8714 ^.92E-0l 2.29E-01 

243 240.018 220.1539 4.32E-01 4.47E-01 
183 241.0316 192.8261 6.45E-01 Z50E-01 
203 241.0389 296.8872 -8.89E-01 -1.I3E+00 
176 241JM29 253.2584 -5.07E-01 -9.58E01 
312 241.2144 256.4089 1.62E-01 5.36E-01 
215 241J2257 166.0304 1.24E+O0 1.07E+00 
212 241.5154 268.2725 -5.39E-01 -724E-01 
232 241.573 260.7188 -3.53E-01 -4.10E-01 
400 241.6698 288.1564 1.17E-01 a.44E.01 
236 241.6841 268.1689 -4.34E-01 -4.66E-01 
459 241.7672 344.1714 -4.56E-01 4.69E-01 
370 242.4005 350.7941 -8.60E^1 -2.49E'01 
174 242.5943 217.2497 4.28E-02 -4.40E-01 
301 242.7729 267.2646 -8.70E.02 2.24E-01 
325 242.8257 309.8867 -5.76E-01 -1.56E-01 
247 243.6773 289.1694 -6.29E-01 -6.08E-01 
365 243.7949 271.5091 2.46E.0t 8.28E-0t 
140 244-0023 214.3036 -8.71 E-02 -8.92E-01 
295 244.0153 236.7141 5.15&01 7.91E-01 

331 244.0324 283.0875 .1.69E-01 2.70E-01 
253 244.0384 242.329 8.4SE-02 1.35&01 
395 244.0725 300.1702 -I.OOE-OI 5J4e-01 
197 244.3384 224.9565 6.66E-02 -2.43E01 
329 244.5729 303.9389 -4.68E-01 -3.97E-02 
108 244.9155 169.1352 6.60E-01 .5.27E-01 
127 244.9972 215.5542 -1.63E-01 -1.11E+00 

219 245.1953 289.1445 -7.18E-01 -8.83E.01 

207 245.69 191.4607 1.02E+00 7.69E-01 
414 245.8846 370.7982 -8.79E-01 -1.26E-01 

220 246.0478 1882839 1.31 E+00 1.15E+00 
196 2462071 191J647 8.91E-01 5.60E^1 
284 246.3831 268.7892 -4.48E-01 -2.44E-01 
178 246.7633 202.4155 4.36E-01 -3.55E-02 
131 246.8975 173.0132 e.07E^1 -I.OeE-OI 
135 247.0025 152.875 1.69E+00 823E.01 
191 247.0615 264.0659 -5.21 E-01 -8.95E-01 

71.1 247.6094 133.8159 1.58E+00 -2.18E-01 
162 247.8275 211.7891 1.39E-01 -4.71 E-01 
92.9 248.1727 155.5405 9.e3E-01 -4.34E-01 
250 2482613 237.3623 2.13E-01 221 E-01 
202 248.4185 222.9201 1.89E-01 -1.07E-01 
303 248.5926 288.0624 .3.32E-01 -4-84E-02 

193 248.6286 257.496 .4.13E-01 -7.61 E-01 
169 248.9851 194.3167 5.93E-01 3.30E-02 

88.6 249.0622 149.5355 1.17E+00 -3.26E-01 
279 249.1478 228.8009 6.52E-01 8.13E-01 
291 2492629 287.4495 -ZJEBBOi -1.45E-01 

194 249.376 329.1527 -1.13E+00 -1.49E400 
234 2492777 248.0711 .6.41E.02 -1.55E-01 
250 249.4618 259.744 .1.66E-01 -1.64E^1 



1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
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1 Unchanged Low 
1 Unchanged Low 
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1 Unchanged Low 
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1 UhchangedLow 
1 Unchanged Low 
1 Unchanged Low 
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1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged lJ3w 
1 linchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged l4W 
1 Unchanged Low 
1 Unchanged 1.0W 
1 Unchanged Low 
1 Unchanged Low 
1 Unct>anged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UhchangedLow 
1 UichangedLow 
f Unchanged Low 
t Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I unchanged Low 
I Unchanged Low 
I Unchanged Low 
1 Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I t>ichanged t.ow 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
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P78363 
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Q9Y3B0 


M03ef2 


Q9NV80 


H05Bh3 


Q9Y473 


018cd4 


Q9Y548 


L20gh2 
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N15ef6 


P18615 
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PS0897 
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F20Bh8 
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G038h6 


Q9UM44 


E10cd7 


09UGC7 


A05gh3 



CSE1 chromosome segregation ■ 322,1588 276 249.5903 282.6907 -3.68E-01 -2.21 E-01 

UDP-Ga):betaQtcNAcbela1:4-e 316.581 468 249.8072 344.9578 •3.42E'01 5.65E-01 

argtfdnosucdnate lyase S94M3 269 250.046 371.2796 -1 ^£400 -1.1 SE+00 

hypothetical protein FU206S7 171^843 252 250.1961 224.6496 5.41E-01 5.50E-01 

hypotheBcat ppolelfi M6C3067 165.6904 175 250.2847 197.0059 5.95E^t 7.92E-02 

CCX>Oke Wnase 2 6923701 97.1 250.3266 138.8925 1.85E+00 4.8BE-01 

n^tubularin related protein 3 367.623 236 250.553 284.5589 -S.SSE-OI •6.42E-01 

chromosome 3 open readlr^gfrar 268.1158 256 250.6098 256.2636 -9.74E-02 •6.63E-02 

phosphatidyltnositol glycan: dasi 218.2502 172 250.9192 213.6071 2.01 E-01 •3.46E-01 

purbie-rich element binding pral€ 839,6 273 251.0214 454.6468 •1.74E4O0 -1.62£'KI0 

AND-1 protein 225^74 250 251.1S22 242.2724 1^E-01 1.44E-01 

sex honnone-binding globulin 215.6067 196 251.1944 221.0173 2.20E-01 .1.36E^)1 

granzyme M {lymphocyie mel-as. 108.9072 114 251.2498 158.1827 1.21E+00 7.09E-O2 

phosphogtycerate mutase 2 (mu! 333.2442 363 251.6606 315.8301 •4.0SE-01 IJ^aE-OI 

Pt6 protein 174.3077 280 252.0241 235.3665 5.32E-01 6.82E-01 

T-cell leukemia translocatianalle 166^3 232 252.2165 217U>429 S.99E41 4.80&01 

cydbi C 668.8634 523 252.3632 481.4089 -1.41Et00 -aSSE-OI 

061-60 protein 153.6349 157 252.5036 187.603 7.17E-01 2.82E-02 

foundlnlnnammatoryzoneS 189.8748 182 252,7224 2082163 4.13E-01 •6.07E-02 

musde RAS oncogene homdog 105.1243 iBi 252.8147 179.5238 127E+00 7.81E-01 

spJIdng factor 3b; subunlt 2: 1451 270.3354 268 252.8473 263.6077 .9.65E-^2 •1.45E-02 

sorting ncx/n 12 178.8859 227 253.0136 219.6698 5.00E-01 3.45E-01 

origin recognition complex: subui 267.5605 354 253265 2913955 .7.g2E-02 4.04E-O1 

chromosome 1 open reading frar 219.6632 362 2533183 276.4192 2.07E-O1 721E-01 

Ras-retetedassodaledwithdiab 300.5794 514 2533279 355.6908 -^46E-01 7.73E^1 

amyloid beta (A4) precursor prob 76.07104 77.9 253.5714 135.8422 1.74E-*<X) 3.40E-02 

H2Bhlsione family: member F 169.4431 391 253.9554 271.5522 5.84E-01 121E+00 

apoptosls-assodated speck-like 255.9554 517 254.0856 3422046 -1.08E-02 1.01E+00 

MAD; mothers against decapenlE 153.1373 181 254.1546 199.4935 6.40E-01 1.51E.01 

zinc finger protein 335 326.6826 261 254.3385 280.5396 -3.51 E-01 «325E-01 

hypothetical protein FU20958 190.1073 258 254.7196 2342579 422E-01 4.40E-01 

KMA0233 gene prodUd 241.1859 216 255.0491 2372652 8J)6E-02 -132E-0t 

Nolchhomolog3(Drosophna) 64.97745 132 255.0839 150.552 1.97E'K)0 1.02E+00 

!nlegfin;beta5 2592818 129 255.1335 214.6124 -2.33E-02 -I.OOE+OO 

ubiquitln-coniugaling enzyme E2 207.6691 179 2552632 213.9424 2.98E-01 -2.15E-01 

RNA helicase-related protein 198.1059 335 255.6713 252J733 3.68E-01 7.56E-01 

papillary renaJ celt carcinoma (Ifi 200.3207 260 256.1407 238.8334 3.55E-01 3.76E-01 

MAD; mothers against decapenU 376.8422 446 2562171 3593423 -5.57E-01 2.42E-01 

UDP-6al:belaGlcNAcbela1;4-g 411.9325 403 256.9006 357.1444 -6.81E-01 -3.31E.02 

binding protein 264.1386 256 256.9088 259.037 -4.00E^2 -4.4BE-02 

creaUne kinase: musde 202327 127 257.2272 195.4365 3.45E-01 •6.78E-01 

dyrjamrn2 248.1389 228 2572474 244.4335 5.20E-02 -1.23E-01 

Hgh-Qlucose-regutated protein 8 359.385 371 257.3917 3292557 -4,82E-01 4.59E-02 

DEAD/H (Asp-GIU-Ala-Aspmis) t 229.8916 270 257.9255 252.4572 1.66E-01 2.30E-01 

t-complex-assodated-testis-expn 182.2992 245 257.9487 2282619 5.01 E-01 424E-01 

R0D1 regulator of differenUation 411.9888 462 258.1756 377.5392 -6.74E-01 1.67E-01 

tumor neaosis factor (ngand)sui 443.4158 456 258.4229 386.0177 •7.79E-01 4.11E-02 

centauiln: alpha 1 191.7263 327 2583362 259.1653 4.32E-01 7.71E-01 

vah)Sin-conta!nlng protein 466.7034 363 258.8411 362.8018 -e.50E-01 •3.63E-01 

eukaryotic b-anslaQon IniUaUon fa 486.6493 337 259.0481 360.7943 -9.10E-01 -5.31 E-01 

synovial sarcoma translocation: ( 190.8535 212 259.1488 220.5805 4.41 E-01 1.50E-01 

tubuHn-spedfic chaperone e 1512337 166 2592747 192.1296 7.78E-01 1.33E-01 

ret finger protein 282.5757 270 259.3599 270.5765 -124E-01 .6.68E-02 

exportJn 1 (CRM1 homolog; yeas 239.4965 207 259.7187 235.5264 1.17E-01 -2.08E-01 

tamlnin; beta 1 71.03574 92.4 259.7579 141.0764 1.87E-^0O 3.eOE-01 

protein phosphatase 5; catalyOci 2723094 198 2593136 242.7533 •638E-02 «4.76E-01 

myeloid cetlleukemia sequence 362.5007 243 260.0329 288.4688 -4.79E-01 -5.78E-01 

HRAS-like suppressor 3 608.0957 556 260.1565 474.8201 .122E+00 -1.19E-01 

hypolheUcal protein PR02577 238.9909 205 260.3147 234.8631 1.23E-01 -2.19E-01 

ubiquitin-conjugaUng enzyme E2 148.3528 243 260.3185 217.1092 e,11E-01 7.10E-01 

plm-2 oncogene 178.694 274 260.4482 237.5556 5.44E-01 6.14E-01 

phosphodiesterase 6B; cGMP-SF 199.3654 173 260.5708 210.8879 3.86E-01 .2.07E-O1 

RNAbindlngmolif protein 5 280.6537 230 261.0637 2572441 .1.04E.01 .2.87E-01 

hypothetical protein nJ20004 130.163 197 2612642 mJOSTB tOIE-HK) 5.96E-01 

RNA-blndIng region (RNP1:RRfc 196.0463 216 2613829 224.4664 4.ieE^1 1.38E-01 

POU domain: class1;lransci1ptk 261.1822 206 261.7763 243.064 3.28E-03 >3.41E-01 

dealh-assodated protein 348.1009 312 2613342 307.4499 -4.10E-01 .1.57E-01 

putative methyltransferase 157.3551 329 262.0287 249.4637 7.36E-01 1.06E+00 

uroplakln 1A 2233286 295 262.0828 260.1175 2.30E-01 3.99E-0t 

casein kinase 1; gamma 2 211.1048 272 262.1137 248.257 3.12E-01 3.63E-01 

U2(RNU2} smalt nudearRNAau 138.1533 91.3 262.1811 163.678 924E-01 .5.98E<»1 

G protein-coupled receptor 38 6937316 206 262.301 179.1305 1.91E+00 1.56E+00 

CGI-105 protein 174.5026 177 2623458 204.6742 5.89E-01 2.03E.02 

WO repeat domain 12 1783139 279 262.6286 239.9609 5.57E-01 6.43E-01 

zinc ringer protein 175 141.3794 275 263.1099 225.3406 8.9SE.01 9.57E-01 

hypolheUcal protein DJ 167 A1 9.1 233.5442 240 263.4412 245.7773 1.74E.01 4.14E-02 

nuclear Iranscription factor Y: ga 241.7459 354 263.6055 285.4173 1 25E-01 5.50E-01 

RD RNA-bindlng protein 237.0199 242 253.7642 247.7362 1-54E-01 3.25E-02 

lymphocyte-Specific protein 1 94.80267 131 264.242 163.4955 1.48E+00 4.71E-01 

Lsmi protein 344.8146 479 2643979 362.8572 *331E-01 4.74E-01 

palnnlloyt-protein thioesterase 1 ( 126.6311 142 264.8236 177.9418 1.06E+00 1.69E-01 

MADP-1 protein 1343124 228 264.9564 209.3298 9.77E-01 7.53E-01 

CGI-97 protein 469.4557 544 265.0744 426.2946 -8.25E-01 2.14E-01 

leukocyte receptor duster <LRC) 282.5457 328 265.5443 291.9599 •8.g5E'02 2.14E->01 

HERV-H LTR-assoctalIng 2 180.7238 119 2653625 188.5665 535&01 -5.98E-01 

similar to prokaryollc-typedass I 289.9756 362 265.7778 306.0797 -126E-01 322E-01 
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P49146 
P54687 
060884 
Q9NVC6 
043399 
075880 
P49406 
G9NYK5 
015428 
014842 
0152G2 
Q3KP61 
015491 
075390 
PS7088 
Q9NRY6 
015403 
QSBPZS 
P10301 



QSPOia 
Q9Y4H2 
09UJX3 
Q9H5X0 
Q92820 
Q9UKK3 
QSNWCa 
014965 
P50613 
Q9H1C4 
P21851 
Q9UGJ0 
P04035 
QgUKV7 
09547B 
Q9V3W9 
Q9Y325 
Q928S4 
P16106 
043143 
Q13S47 
Q9H6F9 
Q9NX18 
094754 
P82909 
Q9UI07 
P20337 
007950 
P49448 
Q9W(48 
Q9NV56 
000154 
O9UI70 
P26045 
Q9Y2A8 
Q9BZ89 
P35052 
Q9H0S9 
015654 
P51948 
013133 
Q9P0J9 
015546 
P28325 
094935 
P48634 
Q9BRL6 
094851 
Q9NW56 
Q9H6X6 
P41217 
P31512 
015425 
P40306 
Q9NWZ8 
P57073 
Q9Y450 
P04062 
O7S065 
Q9ULX2 
099871 
Q93065 
043837 
09H9L3 
013740 
012888 



G01 aba neuropeplkJo Y receptor ¥2 222.0084 
I03ab3 branched chain airinolcansfefssi 103.4218 
DnaJ{Hsp40)homolo9:subfama 330.3137 
cofector requtred for Spl Iranscri 183.0562 
tumor protein 0S2-iike 2 283.4636 
SCO cytochrome oxidase defido 1567184 
nstochoncWalribosomaJ protein I 577.0339 
mitoctendrfal rtbosomal protein I 473J2712 
proldn(pepttdylijroIyldsftransl 185.1313 
G protein-coupled receptor 40 222.6002 
ring Onger protein 3 243.845 
ADPHilxjsylallon factor GTPase . 344.6989 
WD-repeal protein 254.6186 
dlrale synthase 656.561 
hypotheUcal protein FU1 0525 377.5067 
ph09ihonpidscrafnblase3 272J774 
solute carrier family 16 (monocar 384.2992 
hypothetica! protein MGC3123 127.3745 
related RAS viral (r-ras) oncoger 314.4978 
HLA-B assodaled transcript 4 1 58.0802 
HSPC142prDtetn 196.1899 
Insulin receptor substrate 2 297.029 
anaphase-promotinsconvilexsu 210.2908 
hypolhellGal protein MGC2941 333.5834 
gamma-glutamyl hydrolase {cor$ 78.13783 
ADP^ibosyltransferase (NAD+; p 337J297 
hypotheUcal protein FU10120 31 5,7554 
sertne/lhreonlne kinase 6 139.2727 
cycfin-dependentWnase7(M01! 286.8535 
unc-93 homolog B1 (C. elegans) 348.8713 
adaplor-related protein complex: 338.7753 
protein kinase: AMPuacHvated: 9 425^15 
3-hydroxy-3-methylglularvl-Coen 242.9132 
hypothetical protein H41 B43.O085 
hypothetical protein YR-29 248.2059 
sentriri/SUMO-spedflc protease: 220.4064 
CGW6 protein 346.618 
sema domain; Immunoglobunn di 342.6474 
H3 histone family: member C 105.4744 
DEADyH(Asp-Glo-Ala-AspWis)t 4127015 
histone deacetylasel 375.5725 
hypothetical protein FU22313 306.581 1 
hypothetical protein FIJ20487 31 1 .71 
RAN binding protein 9 256.3223 
mitochondrial n^osomal protein { 261.4618 
likely ortholog of mouse heal she 199.891 4 
RAB3B; member RAS oncogene 214.8304 
Rho GTPase acUvaOng protein 1 219.98 
Glutamate dehydrogenase-2 344.3683 
hypolheUcal protein FU20442 493.7568 
chromosome 20 open reading lis 138.9543 
brain acyt-CoA hydrolase 173.5669 
nudeolar protein ANKT 3077657 
protein tyrosine phosphatase: no 4 1 2.292 
CD209 anllgen-Uke 72.2 1 222 

phospholfpase A2; group XII 1 75.384 
glyplcan 1 214.4355 
nudear receptor binding faclor.2 80.19669 
thyroid hormone receptor interac 264J295 
menage a trols 1 (CAK assembly 239.1769 
nudear receptor subfamily 1;gro 276.5554 
gollath protein 337.3229 
monocyte to macrophage dtfferer 136.5038 
cystaUnD 371.6792 
calsynlenia 1 137.0471 
HLA-B associated transcript 2 2663369 
SplidngfedoriargininB/serine^ 220.3804 
K)AA0750 gene product 108.6672 
hypothetical protein RJ10305 240.4538 
CasL Interacting molecule 1 83.3739 
antigen Identified by monodonal 325.1642 
Ravfr^ containing monooxygenasc 192.4074 
SA hypertensiooassodated honr 186.2788 
proteasome(prosome;m3CTopali 408.3043 
hypolheUcal protein FU20514 287.569 
SRY (sex determining region YH 202.5886 
HBSl-Uke (S. cerevlslae) 230.8266 
glucosldase; beta; add (Indudes 295.5318 
phosphodiesterase 4D interacUm 1 68.0201 
NIMA (never in mitosis gene a>n 288.5578 
three prime repair exonudease 2 205.6083 
PERB11 family member in MHC» 295.7132 
Isodlrate dehydrogenase 3 (MAC 348.9961 
hypothetical protein FUt267l 209.5906 
adivaled i^jcocyte cell adheslor 231.4555 
tumor protein pSSbftidlngproleir 132^5 



J01cd7 

606cd2 
K22cd2 
FOIghl 
ei5gh2 
P18cd2 
K04ab5 
I06cd6 
J0lef3 
P22cd5 
P01ab5 
I12gh3 
K06gh4 
E05cd5 
K0ggh6 
P01cd2 
A20gh7 
AOSefB 
L10cd3 
F04Bf2 
OOlghS 
H23cd4 
K15ab2 
Nl3gh2 
{07cd2 
BllefS 
H08gh7 
E13ab4 
B14ef2 
D17ab6 
K03gh3 
B18gh1 
B16ef8 
A20ef2 
B09cd6 
008gh6 
M05ab4 
Ll2ef6 
DllghS 
M06gh2 
P03cd5 
N18gh8 
Dl8ef8 
M01ef5 
B22ab2 
P03cd7 
K08gh2 

L21cd7 
B04efl 
Nl7ab8 
C24el3 
F08gh7 
J24ab4 
K2lgh7 
I07ef7 
I09ab7 
B20cd5 
H22gh3 
G23cd8 
E09ab5 
O04ef5 
M03cd4 
01Sgh7 
E06gh1 
E20gh3 
P19gh5 
Ml3ab7 
P04ab4 
H05cd2 
L05ab8 
O02gh2 
E22elB 
H22cd8 
008ab3 
E22ghl 
F09ef3 
C05ef4 
I15cd5 
B123b7 
L06gh7 
Al8ab2 
L09cd2 



57.B 255.9266 181.9126 ^BOE-OI -1.94E+O0 
93.8 266.0547 154.4299 1.38E+00 -1.41E-01 
367 266i)819 321.0577 <J.12E>01 1,51E-01 
150 256.1556 199.8392 5.40E-01 -2.84E^1 

348 266.2168 299.1558 -9.06E^ 2J5E-01 
117 266.2419 179.8238 7.B5E^1 -4.28E-01 
353 266.3918 398.6973 -1.12E+C0 -7.10E^1 

449 266.7642 396.3322 -8u{7EK11 -7.61 E-02 
249 267.1449 233.6377 5.29E-01 4.25E-01 
170 267.4241 219.8563 2.65E-01 -3.93E-01 
401 267.4275 304.1323 1.33E-01 7.18E-01 
175 267.443 262.4544 •3.66E-01 .9.76E-01 
355 267.6951 292.4461 7.23E4)2 4.80&O1 
312 268.0488 412.1526 -1 .29E+00 .1.07E+00 

349 268.1833 331.588 -4.93E^)1 .1.13E-01 
334 268.2248 291.4542 -2.06E.02 2.96E-01 
73.5 258.3423 242.0422 -5.18E-01 .2.39E+00 
288 268.7928 227.363 1.08E+OO 1.17E^ 
204 268.8367 262.4726 -2.26E-01 -6.24&01 
234 269.0856 223.8166 6.79E-0t 479E-01 
346 269.5447 270.6564 4.58E-01 B.20&0t 
329 270.4982 298.8227 -1J5EH)1 1.47&01 
204 270.642 228.4449 3.64E^)1 -4.10E-02 
308 270.759 304.1289 -3.01 E-OI -I.ISE-OI 
101 271.925 150.359 1£OE+00 3.70E-01 

450 271.9944 352.9975 -3.10E-01 4.15E-01 
301 272.0013 296,1205 -2.15E-01 -7.10E-02 
101 272.158 170.6789 9.67E-01 -4.69E-01 
423 272.2018 327.4234 -7.56E-02 5.61&01 
501 272.3385 374.1085 ^.57E^>1 5.22E-01 
373 272.4617 328.1045 -3.14E-01 1.39E-01 
543 272.5312 413.4782 -6.42E-01 3.51 E^l 
169 273.2324 228.5315 1,70E-01 -5.20E-01 
272 273736 396.2551 -123E+00 -1.24E+00 
221 273.8047 247.5607 1.42E-01 -1.70E-C1 
333 274.1753 275.7642 3.15E-01 5.94E^)1 
338 274.2434 319,4542 -3.38E^>1 -3.85E-fle 
163 274.4146 266.8232 -3.20E^M 4.02E-01 
221 274.8424 2005879 1.38E+00 1.07E4<X> 
349 274.9731 345.6042 ♦5.86&01 -2.41E-01 
372 275.2293 340.9663 -4.48E-01 -1.34E-02 
290 275.269 290.6336 -1.55E^1 -8.00E-O2 
394 275.6418 327.1007 -1.77E-01 3.38E-01 
268 275.8144 266.5947 1.06E-01 6.24E-02 
343 275.8463 293.6016 7.73E^)2 3.94E-01 
199 276.061 225.0966 4.66E-01 -4.00E-03 
126 275.148 205.8132 3.62E-01 -7£5E-01 
218 276.184 237.9303 3.28E-01 -15SE-02 
229 2765751 2835713 -3.18E^)1 -5.88E-01 
601 276.8343 457.1855 -8.35E-01 2.83E-01 
104 277.4945 173.6478 9^E-01 -4.ttE-0t 
189 277.5737 213.4547 6.77E-01 155E-01 
349 277.6076 311.4328 .1.49E-01 1.B1E-01 
315 277.6603 334.8518 ^.70E-01 -3.90E-01 
91.3 277.8103 147.0989 1.94E+00 3,38E-01 
216 2n.9804 223J0SSB 6.64E-01 2.99E-01 
173 2785085 221.7567 376E-01 -3.13&01 

155 278.4321 171J2074 1.80E+00 9.5tE-01 
238 278.8016 260.4802 771E-02 -1.49E-01 
272 278.9368 2635799 2.22e-01 1.84E-01 
260 279.1408 272X)232 1.34E^)2 -a.70E-02 
215 279.5646 277.1331 ♦271E-01 -6.53E-01 

94 279.6415 170.0401 1.03E-K)0 •539E-01 
309 279.7092 320.2206 •4.10E-01 •2.65E-01 
205 279.921 207.2587 1.03E+00 5.806-01 
179 280.5497 241.9692 753E-02 -5.80E-01 
304 2803881 268.4079 3.48E^1 4.65E-01 
172 280.9738 1875889 1.37E+00 6.64E-01 
314 281.002 278.4551 255E-01 3.85E-01 
302 281.185 255.4932 6.17E-01 7.19E-01 

156 281.3505 257.5072 -2.09E-01 -9.70E-01 
278 281.6555 249.9252 S.50&01 5.19&01 
151 281.9205 206.4709 •5.98E-01 -301E-01 
513 281.9429 400.975 .5.34E-01 3.2aE-01 
146 281.9498 238.3826 .2.85E-02 -9.82E-01 
268 281.9705 251.002 4.77E-01 4.06E-01 
312 282.4288 274.9973 2.91 E^l 4.34E-01 
389 282.6453 322.2918 -6.43E-02 3,95E-01 
154 282.6456 201.6823 7.50E-^1 •152E-01 
208 283.1715 259.9871 .2.72E-02 -471E-01 
225 2835504 237.9088 4.62E-01 t59E-01 
457 283.4269 345.3524 -6.12E-02 658E-01 
298 283.6422 310.0846 -2.99E-01 -2.30E-01 
270 283.6912 257.4051 4.37E-01 4!l2E-01 
253 283.7582 256.0277 2J4E-01 158E-01 
223 283.8572 213.3434 LOOE^OO 7 48E-01 
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P78318 J13ab6 Imtnunoglobuttn (CD79A) Wndlng 423.8715 
P48436 K24cd1 SRY (sex delenrtnlng region YH 345.2087 
P18065 B19ef1 InsullrvUke growth factor binding 288.6516 
Q9ULW6 F22cd8 nudeosomeassembly protein 1-1 223.0694 
095154 N03cd7 aUk>-keto reductase fairily 7: ma 299^079 
095169 P14abS NADH dehydrogenase (OblqulnQi 374.2624 
Q99982 C24ef4 XIAP associated factor-1 63.10609 
Q99470 F14cd2 stromal cetl-derlved factor 2 230.3684 
P16104 N19ab5 H2A hlstone family: member X 234.8351 
Q9U625 B04ef8 SOCS box-conlalning WD proteb 213.293 
Q13158 C21cd4 Fasn>iFRSF6>-a5S0datedvlad 263.0157 
QgNW32 D109h2 hypolhetlcaJ protein FU10346 235.0532 
095153 MOScdS peripheral bcnzoiflazepine reccp 155.1824 
Q9BQ73 M06gh7 hypothetical protein FKSG28 212.0736 
Q15426 C02ef7 protein tyrosine phosphatase; re< 296.9619 
Q92BSB L12ab2 atonal homdog 1 (DrosophJIa) 611.3779 
Q16849 P15ab8 protdn tyrosine phosphatase; rei 145.9896 
P11279 D07ab7 tysosomat-assodated membrane 369.9925 
096111 I16gh7 hypotheUcal protein MGC14961 103.7251 
P78504 O20ab2 jagged 1 (Alarflle syndrome) 255.0945 
075937 G06ef3 DnaJ (H5p40) homotog; subfamil 294.9992 
060575 016ef4 serine protease Inhibilon Kazal 142J2326 
Q9NYP7 KOSghS homolog of yeasllor^g chain poly 299.2029 
095436 H01cd6 solute carrier family 34 (sodium { 238.B021 
095324 B15ab2 ATP-bhiding cassette; sub-lamilv 267.704 
Q9UQF6 B08ef3 ribosomal protekl L36 519.2003 
P13010 K12ef6 X-fay repair comptemertting defe 174.6996 
Q9UJ21 P03cd8 stoma«n(ePB72Hite2 490.6115 
P50281 I18ab7 rratrtx metalloproteinase 14 (mer 126.7204 
PI 5927 B08cd1 replication protein A2 (32W3) 100.0172 
075496 B02ef1 geninln 466.4376 
Q9P1E3 C23oh4 presenilins associated rhomboid' 232.5496 
P40169 B14at>6 inlerieuldn 6 signal transducer (g 330.8834 
QSY259 H03ab4 choline Mnase-IIke 328.1801 
000633 C12ef5 phosphatase and tensin homolo( 199.7323 
Q13432 H13cd5 unc-1 19 bomolog (C. elegans) 127.1818 
Q9Y677 E03ef2 COP9 constitutive pholonwrphos 186,a3S7 
Q9BW24 D03ef8 KIAA0676 protein 170.3265 
Q9NS09 B12cd5 pbcnylalanyWRNA synthetase be 226.6641 
Q9MWQ0 C16gh3 hypothetical protein FLJ2C695 497.4612 
Q9NWT6 C02gh3 hypoxia-lnductble factor 1 ; alpha 521J793 
Q9UPN3 J12ef7 mioolubute-actln crosstinking fa< 578.3578 
Q96HW0 A06gh7 zinc finger protein 38 (KOX 25) 126.7599 
014257 F18ab8 reticulocalbin 2; EF-hand caldun 237.969 
Q9NRJ5 J05gh4 po)y(A) potymerase beta (testis s 379.2857 
P232eo P02ab3 carbonic anhydrase VI 137.6155 
014677 I02gh1 KIAA01 71 gene product 330.738 
<59Y394 H17ef2 CGI-86 protein 471.0368 
Q9UKX5 L18cd7 inlegrln; alpha 1 1 99.18133 
092539 GOZghl Ilpln2 260,7493 
Q9IIW01 G10gh3 hypotheUcal protein FI.J1 0402 165.6121 
Q9NUW5 N2lgh3 hypothetical protein FU1 1099 228.3252- 
(39BYC4 C13gh8 mitochondrial ribosoiral protein ! 478.9122 
P02545 F01ab7 temJnA/C 707.7874 
O605B5 Al7cd6 serine/arginine repetitive matrix * 318.399 
P23458 L12ef5 Janus Unase 1 (a protein tyrosir> 385.7348 
Q9BY13 O06gh8 hook3 protein 435.0319 
Q9UB(2 COSghS ef^demnal growth factor receptor 171.9895 
O7G022 A14cd7 El B-55kDa-associ3ted protein 5 256.9682 
K04efB MCM7mIn}chromosom6mainten 239.0601 
F02cd2 R!c>IIke; expressed in many Ussu 447.2006 
Q9HAF1 P09gh5 hypothetical protein FU1 1730 270.4702 
09NZ36 P02gh4 uncharaderized hypolhalamus p 505.7323 
Q9BQQ3 C09gh8 golgl phosphoproleln 5 208.3671 
095214 P09ef3 lepUn receptor overiapping Iransi 292.4076 
097294 A21ef8 DKFZP547E21 10 protein 166.5906 
095810 O01cd4 senjm deprivation response (phc 279.903 
P30670 1^1ab4 guanine nudeotide bincfing prote 470.8713 
P51946 014ef5 cydlnH 180.4218 
01 5290 G18cd1 retinoblastoma binding protein 6 298.4739 
Q9NXt1 A03gh3 hypothetical protein FLJ2049B 165.3845 
Q9P0S3 A23ef2 hypotheUcal protein LOC51240 187.2653 
P04554 H11ab8 protamine 2 393.1528 
01^43 O05ef4 lepttn receptor gene-retated prob ^9.3033 
043717 G03cd7 tumor differentially expressed 1 284.4846 
095876 JlOefl hypothetical protein LOC51057 172.7128 
Q9HSD5 N17gh5 tumor endothelial marker 6 247.105 
Q9Y386 D24ef1 CGM 12 protein 493.6755 
Q9P0S7 E13ef2 hypothetical protein L0C51 238 143.0704 
080630 D22ab4 ddtex homotog 1 (Drosophila) 310.6617 
095285 O07gh1 macrophage erythroblast attache 332.2343 
Q0694S 617cd2 sinjclure spedfic recognition pro 335.05 
043583 008cd3 den^ty-regulated protdn 203.0088 
095149 D04cd5 RNA; U transporter 1 186.979 
QSHASS N10gh4 elaC homolog 2 (E. cdi) 243.3076 
Q9BQ39 A23gh6 nudeotar protein GU2 234.3353 



512 283.9511 406.4772 •5.78E-01 2.71E-01 1 Unchanged low 

197 284.0785 275.3736 -2.81 E-01 -8.10E-01 1 Unchanged I.0W 

283 284.2331 284.4952 •1.22E-02 •2.05E-02 1 Unchanged Low 

148 284.717 218.587 3.52E-01 •5.92E-01 1 Unchanged Ldw 

298 284.8919 294.419 -7.41 E-02 -7.00E-03 1 Unchanged Low 

199 285.0096 286.0758 •3.93E-01 -9.12E-01 1 Unchanged Low 

116 285.0252 154.8111 2.ieE+00 8.82E-01 1 Unchanged Low 

316 285.1394 277.1416 3J0aBQ^ 4JSGB0^ 1 Unchanged Low 

195 285.2056 238.3532 2.80E-01 -2.68E'01 1 Unchanged Low 
398 285.5392 298.9147 4.21E-01 9.00E^1 1 Unchanged Low 
281 285.9553 276.784 1.21 E-01 9.74E-02 1 Unchanged Low 
385 286.3524 302.6214 2.85E-01 7.17E-01 1 Unchanged Low 
231 287.1271 224.5106 8.88E-01 5.756-01 1 Unchanged Low 
297 287.201 265.3817 4.37E-01 4.8SE-01 1 Unchanged Low 
441 287.2583 341.7927 -4. 79E-02 5-71E-01 1 Unchanged Low 
278 287.2641 392.3029 -1.09E+00 -1.14E-K)0 1 Unchanged Low 

55.6 287.3262 162.9842 9.77E-01 -IjagE+OO 1 Unchanged Low 
310 287.3935 322.5735 -3.64E-01 .2.54E-01 1 Unchanged Low 

80.7 287.4071 157.2667 1.47E+00 -3.63E-01 1 Unchanged Low 
347 287.4633 296.4108 1.72E-01 4.43E-01 1 Unchanged Low 
264 287.503 282.0588 -3.71 E-02 -1.62E-01 1 Unchanged Low 
152 287.9 194.1988 1.02E+00 1.00E-01 1 Unchanged Low 
187 288.1627 257.9759 .5.42E-02 -6.81E-01 1 UndnangedLow 
425 288.3247 317.3784 2.73E-01 8.34E-01 1 Unchanged Low 

275 288.4558 277.0901 1.08E-01 3.94E-02 1 Unchanged Low 
425 288.5855 410.9115 -8.47E-01 -2.69E-01 1 Unchanged Low 
256 288.9405 239.8403 7J26E-01 5.51 E-01 1 Unchanged Low 
272 289.2003 350.5499 •7.63E-01 -8.52E-01 1 Unchanged Low 

196 289.8803 204X)657 1.19E+00 6.26E-01 1 Unchanged Low 
194 290.3306 194.7022 1.54EH)0 9.54E-01 1 Unchanged Low 
454 290.7216 403.7854 -6.82E-01 -3.84E-02 1 Unchanged Low 
253 291.2445 262,3787 3.25E-01 1.79E-01 1 Unchanged Low 
315 291J287 312.5572 -1.84E-01 -6.B9E-02 1 Unchanged Low 
375 291.3288 331.557 -1.72E-€1 1.93E-01 1 Unchanged Low 
189 291.6118 226.7943 5.46E-01 -7.94E-02 1 Unchanged Low 
266 291.793 229.0999 1.20E-K}0 I.OOE-HX) 1 Unchanged Low 
204 291.9539 227.7917 6.43E-01 12gE-01 1 Unchanged Low 
240 292.9836 234.5628 7.83E-01 4.97E-01 1 Unchanged Low 
219 293.111 246.1288 3.71 E-01 -5.22E-02 1 Unchanged Low 
656 293.1504 482.328 -7.63E-01 4.00E-O1 1 Unchanged Low 

276 293.7543 363.8746 -8.29E-01 -9.18E-01 1 Unchanged Low 
563 294.1533 478.6344 -9.75E-01 -3.78E-02 1 Unchanged Low 
355 294.3016 258.7634 1.22E+00 1.49E+0O 1 Unchanged Low 
217 295.1469 249.8842 3.11 E-01 -1.36E-01 1 Unchanged Low 
276 235.7341 316.91 -3.59E-01 -4.60E-01 1 Unchanged Low 
102 298.1358 178.6789 1.11 E+00 -428E-01 1 Unchanged Low 
204 296.1674 277.0019 -1.59E-01 -6.96E-01 1 Unchanged Low 
358 295.7589 375.1673 -6.67E-01 -3.976-01 1 Unchanged Low 
126 297.0397 173.978 1.58E+00 3.42E-01 1 Unchanged Low 
235 297.1151 264.3623 1.88E.01 -1.49E-01 1 Unchanged Low 
135 297.1276 199.1936 8.43E-01 -2.97E-01 1 Unchanged Low 
247 297.5163 257.4882 3.82E.01 1.11 E-01 1 Unchanged Low 
408 297.754 3943285 -6.86E-01 -2.31E>01 1 Unchanged Low 
294 297.9921 433.306 •1.25E+00 -1.27eK)0 1 Unchanged Low 
331 298.2057 315,9302 -9.45E-02 5.68E-02 1 Unchanged Low 
441 298JJ124 375.1408 -3.71E-01 1.95E-01 1 Unchanged Low 
471 298.2969 401,4116 -5.44E-01 1.14E-01 1 Unchanged Low 

271 298.6179 247.3585 7.96E-01 6.59E-01 1 Unchanged Low 
243 298.7615 265.0871 2.17E-01 -8.34E-02 1 Unchanged Low 
165 298.875 234.4011 3.22E-01 •5.33E-01 1 Unchanged Low 
499 299.9377 415.4004 -5.76E-01 1.5eE-01 1 Unchanged Low 
414 300.0397 328.0993 1,50E-01 6.13&01 1 Unchanged Low 
333 300.1219 379.485 -7.53E-01 -6.05E-O1 1 Unchanged Low 
343 300.1696 283.9342 5.27E-01 7.20E-01 1 Unchanged Low 
419 300.357 337.2896 3.87E-02 5.19E-01 1 Unchanged Low 

243 301.1573 237.0749 8.54E-01 5.47E-01 1 Unchanged Low 

272 301.2133 284.3868 1.06E-01 -4.11E-02 1 Unchanged Low 
466 301.8899 412.8188 •6.41E-01 •1.59E-02 1 Unchanged Low 

244 301.9337 242,2819 7.43E-01 4.38E-01 1 Unchanged Low 
346 302.0906 315.4543 1.74E-02 2.12E-01 1 Unchanged Low 
190 302.1175 219,2418 8.69E-01 2.02E-01 1 Unchanged Low 
229 302.318 239.5316 6.91 E-01 2-90E-01 1 Unchanged Low 
362 302.3989 352.4183 -3.79E-01 -1.20E-O1 1 Unchanged Low 
391 302.5417 340.9139 -1.22E-01 2.476-01 1 Unchanged Low 
364 302.9444 317.004 9.07E-02 3.54E-01 1 Unchanged Low 
226 302.9853 233.8891 8.11EM)1 3.88E-01 1 Unchanged Low 
190 303.4837 246.7925 2.96E.01 -3.81E4)1 1 Undwnged Low 
288 303.7856 361.6747 -7.01E-01 -7.80E-01 1 Unchanged Low 
139 303.896 195.3392 1.09E+00 -4.11E-02 1 Unchanged Low 
221 303-9702 278.4627 -3.14E-02 ~4.93E-01 1 Unchanged Low 
413 304.0714 349.7511 -1.28E-01 3.14E-01 1 Unchanged Low 
229 304.6517 289.639 -1.37E-01 -5.48E-01 1 Unchanged Low 

253 304.7034 253.5145 5.86E-01 3.17E-01 1 Unchanged Low 

254 304.889 248.5641 7.05E-01 4.41 E-01 1 Unchanged Low 
331 304 J937 293.0254 3.26E-01 4.44E-01 1 Unchanged Low 
160 305J!734 233.2592 3.82E-01 -5.49E-01 1 Undanged Low 
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CD27-b}ncfing(Srva)prolfiln 88.75727 153 305.4708 182;3257 1.78E+00 7.83E-01 

basic leudne-jdpper protein BZA 347.7168 384 305.6252 345.6465 -l.eSE-01 1.42E-01 

CDA14 235.1955 312 305.7623 284.2776 3.79E-01 4,07E-01 

* penfeodfhfeJated gene; rapidly !m 97.61703 61.3 305.8598 154.9189 1.65E+00 -6.72E-01 

PCTAIRE protein kinase 1 290.1914 359 306.0473 318.5577 7.68E-02 3.09E-01 

cerebral cell adhesion molecule 52.28353 234 306.6326 197.6582 2.S5E+00 2.16E'K)0 

Cdc42 effector protein 3 95.65314 208 308.7186 203.4709 1.68E+00 1.12E+00 

aisenate resistance pralelnARS 187.799 225 307.4311 240X»11 7.11E-01 2.6CE-01 

transmembrane protein Induced I 411.8484 646 308.2116 455.5065 •4.18E-01 6.50E-01 

protease: serine; 15 390.4608 385 308.5755 354.6324 .3.40E-01 -9.78E-02 

hypothetical protein MGC461 4 2503191 338 308.7431 299.1204 3.03E-O1 4.35E-01 

Rab acceptor 1.(pfenylaled) 158J9446 207 308.7948 224.7776 9.58E-01 3.78E-01 

dIsheveUed: dsh homoloQ 3 (Droj 240.0941 305 309.2314 284.6254 3.65&01 3.43E^1 

edodemial-neural cortex (with B* 326^)664 189 309.539 274.7193 '7.50E-Q2 >7.90E-01 

px19^ike protein 533.9688 455 309.7497 432.9739 -7.86E-01 -2.30E^1 

PrateJnW 354.4762 286 310.2736 316.9703 .1.92E^1 -3.09E^1 

heterogeneous nudearrfbonude 690.0051 250 310.5901 416.9005 -1.1 5E400-1.46E+00 

TAF6RNA polymerase 11; TATA 151.1422 133 310.9274 198.2917 1.04E+00 -1.e7E^1 

heat shock lOkD protein 1(ch3pi 338-1568 327 311.1011 325.4422 -1.20E-01 -4,81 E-02 

homeoboxAS 271.4135 326 311.2742 302.8287 1.98E^1 2.63E^1 

hypotheUcal protein FIJ22795 325.1674 305 311.37S3 313.6457 -6.2SE-02 •8l24E^ 

pepUdylglyclne alpha-amidating r 219.5791 273 311.913 268.0943 S.06&01 3.13E-01 

KIAA0255 gene product 270,8313 307 312/J297 296.5662 2.04E-01 1.80E^1 

Chromosome 5 open reading fiar 313.0938 222 3125092 282.474 -2.70&03 -4.97E-01 

nudix (nucleoside diphosphate Ki 346.395 314 312.5575 324.483 •1.48E-01 -1.39E-01 

partner of RAC1 (arfapUn 2) 293256B 349 312.9335 318382 937E-02 2.51E-01 

aryl hydrocarbon receptor 249.5731 417 313.1153 326.5306 3.27E-01 7.4CE-01 

putative transmembrane protein 490.8698 608 313.616 470.7589 -6.46E^1 3.08E-O1 

death-assodaled protein 6 3482382 450 313.7398 370.593 -1.51 E-01 3.69e-01i 

wingless-type MiWTVInleQfatlon 362.0025 327 313.9764 334.369 -Z05E-01 -1.4eE^1 

decay accelerating factor for con 705.5781 457 314.0939 492.3204 -1.17E+00 -6.26E^1 

hypolhsticai protein RG0B3M05; 2415641 291 314.1855 282.3328 3.77E'01 2.65E-01 

hypotheUcal protein L0CS1235 266.1575 324 314.3982 301.4061 2.40E-01 2.82E-01 

sptnster-IIke protein 275.9977 394 314.4425 328.1261 1.88E-01 5.13E-01 

hypotheUcal protein FIJ20625 420.628 488 314.6523 407.636 -4.19E-01 2-13E'01 

protein inhibitor of activated STA 149.0425 237 315.009 233.7882 1.08E+00 6.71E-01 

doneFLB1727{LOC51215) 419.9659 330 315.0092 355.1102 -4.15E-01 -3.46E-01 

deoxythymldylale kinase (thymkt 123.4582 84.1 315.562 174.3854 1.35E+00 ^.53E-01 

protein phosphatase 1; catalytic 355.0781 503 315.7751 391.3748 .1.69E-01 5.03E-01 

hcmologofralnadrin 4323799 670 315.8314 472.8474 -AJSaE-Ci 633E-01 

HIRAinleradlng protein 5 504.0153 382 315.8386 400.6081 -6.74E-01 -4.00E-01 

fdale receptor 2 (fetal) 235.5291 154 316.0649 235.1893 4.24E-01 -6.13E^1 

makorin: ring finger protdn; 1 243.752 243 3163297 267.5313 3.76E-01 -736E-03 

zIncmelalloprDtelnase(STE24h 338.221 174 316.3789 276.2357 -9.63E-02 -9.58E-01 

LIMhomeobox protein 4 87.11814 84.8 316.6454 162^23 1.86E+00 -3.90E-02 

ADP-rftjosytalion factor 3 444.3724 348 317.1873 369.9292 -4.86E-01 -3.52E-01 

hypotheUcal protein FU10439 420.4716 399 317.2936 378.7795 -4.C8E-01 -7.72E^)2 

F-boxonlyprolein7 368.7457 422 317.6515 3693121 -2.1SE^1 153E-01 

variable charge; Xchronxjsome 147,0814 348 318.4769 2712531 1.11E+00 1.24E+00 

selenium donor protein 329.031 446 318.9322 364.5082 -4.50E-02 4.37E-01 

seflnefthreonlneWnase25(STE 273.696 275 319.3179 289.4017 2.22E-01 7.86E-03 

DNA fragmentation fiBctor: 45 kD 328,993 401 319.634 350.0198 -4.16E-02 2.87E-01 

spSdng fadon arglninefeenne^c 231.1994 193 319.7733 247.9554 4.68E-0i -2.61E-01 

sman fragment nudease 120.8094 282 320.0578 240.8904 1.41E+00 122E+00 

mitochondrial ribosoma) protein I 377.6692 391 320.1382 3623626 -2.38E-01 5.03EO2 

hypotheUcal protein MGC1 1303! 373.5695 391 320.4318 361.6895 -i21E-01 6 60&02 

CGI-30 protein 107.1253 123 320.4578 183.4471 LSOE+OO 1.97E^)1 

TAF12RNA polymerase »;TAT^ 1163618 304 320.8811 246.9777 1.46E+00 1.38E+00 

ribonudease/anglogenlnlnhibHai 224.1663 232 321.0895 259.1078 5.18E-01 5.00E-02 

vacdnia related kinase 2 205.9202 194 321.2364 240.3908 6.42E-01 -8.59E-02 

NADH dehydrogenase (ubkjuinoi 435.0715 319 321.3696 358.4382 -4.37E-01 '4.48E-01 

RAB5C; member RAS oncogene 329.7976 358 321.5906 336.6203 -3.64E-02 120E-01 

CGI.203 protein 257.866 249 322.345 276.3612 322E-01 -5.12E-02 

pumillohomolog2(DrosopNla) 291,9641 326 322.4096 313.4126 1.43E-01 1.68E^1 

heat shock 70kD protein 1 A 535.4871 382 322.6223 413.3803 -7.31 &01 -4 87E-01 

syn»a>^nlO 189.7411 304 322.7738 2722579 7.66E^1 6.81 E-01 

N^enrinal kinase-tike 1652938 224 3232472 237.4707 9.68E-01 4 38E^1 

K1AA0747 protein 549.1845 575 323.5208 4BZ4222 -7.63E-01 6.53E-02 

SAC2 suppressor of adinmutatti 216.0571 254 324.4643 2643237 5.87E-01 2 33E-01 

hypotheUcal protein MGC3195 371.9412 334 324.5103 343.6429 -1.97E-01 -1.53E-01 

leucine Zipper protein FKSG1 4 47.34403 70.6 324.6661 147.5387 2.78E+00 5.77E-01 

emerfn (Emery-Dreifuss muscula 3213743 304 324.6751 316.6654 1.47E-02 -8.04E-02 

caldum binding protein Cab45 pi 336.1107 239 324.6956 299.844 ^.98E-02 •434E-01 

nuclear receptor subfamily 2; gro 295.9342 224 325.1253 281.6482 1 36E-01 ^.03E-01 

v-raJ simian leukemia viral oncog 565.699 444 325.5924 444.9874 -7.97E^)1 -3.51 E-01 

FOS-like antigen 2 265.6989 437 325.8448 3423236 2.94E-01 7.18E-01 

RAB3A Interacting protein (raUn: 357.8493 253 3262784 3122142 .1.33E-01 -5 03E-01 

collagen; type XVni; alpha 1 151.6584 212 326.8288 230.0488 1.11E+00 431E-01 

KIAA0618 Bene produd 378.8717 252 326.8347 319.0933 -2.13E-01 -5.91 E-01 

apollpoprotein H (bela-2.glycopn 408.7454 226 327.1228 320.758 -3.21 E-Ol •832E-01 

hypotheUcal protein PR0 1855 392.3328 358 327.1908 359.0228 -2.62E-01 -134E-01 

chromosome 21 open reading fr£ 249.9987 297 327.8679 2917148 331E-01 230E-01 

likely onhdog of rat p47 413.5167 519 3273429 4203654 -335E-01 3.27E-01 

dynein: cytoplasmic: heavy pdyp 376.6624 426 3273518 376J971 -2.00E-01 1.77E-01 

POty(A) binding protein: cytoplasr 316.8746 338 326.1257 327307 533E-02 911E-02 

ubkiUBnspedfic protease 5 (isoi 268.1073 316 3283257 304,4284 2 35E-01 239E^)1 
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K12ab8 


Q9NW29 


E24gh3 


Q9NZE9 


O07el2 


Q9BW2CE05gh8 


QSUJX4 


F02ef2 


000302 


B19cd6 


092886 


K23cd1 


014929 


P07cd3 


Q9NVK7 


M18gh3 


Q9UBN0 


P09ef4 


043611 


E14cd3 


094777 


623cd4 


014669 


KOSghl 


Q9NUR0 


B20gh3 


Q16822 


L08ab8 


09Y640 


A14cd8 


P48595 


COIcdl 


P2GG39 


M15cd2 


P29597 




060671 




09NW97 


P17gh2 


Q9P027 


023ef8 


095772 


E20ghB 


Q9NR28 


N13gh4 


Pi 1413 


F15ab3 


099567 


A043bB 


Q9BZR9 


F22gh7 


043632 


|_22cd6 


Q9Y305 


K)Scd8 


P 17096 


L14ef6 


P2B677 


El0cd3 


Q9UBX5 


K04cd8 


Q9Y304 


E12e(2 


01S379 


L16ef8 


Q027S0 


H16ab5 


Q9H240 


K12ef5 


076095 


P22cd6 


Q9Y5Q8 


P07cd7 


Q9NMW5 


K06ef8 


P01121 


C09ef6 


Q9K0V7 


K18gh8 


060664 


P02cd5 


P56554 


015ciS3 


OC033O 


O06cd3 


060784 


N17cd5 


QgNQZO 


H03er4 


PS2790 


A04ab5 


P52815 


BlOcdl 


014983 


OlOefl 


P04259 


DOIabT 


P16455 


M04efS 


Q9Y5L9 


N04cd6 


P41214 


A16gh1 


QgH6U4 


P13gh5 


01 5393 


L10ef7 


P55055 


C04ghl 


P51805 


M03ef4 


075815 


623al>3 


Q9Y2Y9 


F19ef2 


Q99633 


D04cd3 


P0515S 


C08ab3 


Q9UN50 


016cd7 


014011 


El1ab4 


075807 


M02ef3 


Q14457 


Kl9ab3 


002818 


J06ef6 


015235 


LlOghl 


Q9Y3E0 


A02ef2 


OgNQZ5 


H19gh4 


Q9UHW4 


D24ef3 


P82914 


P04gh7 


P257B7 


l.11ef7 


P26447 


D02cd1 


Q9V605 


P02gh8 


014776 


K14c(J4 


P30837 


C02ab2 


P09668 


L03ef7 


Q02313 


J02gh6 



616^61 
195^084 



hepalocyte nudear factor 3; alph 273.7527 
homeoboxA2 511.053 
HMT1 hnFlNP methyJIransferase- 364.8758 
transmembrane 4 superlarrily IK 565.1635 
sorting nexin 6 166^144 
deaxyifbonudease 11: lysosomal 2752503 
mJlogen-acUvated protein tdnase 186.7739 
milofusin 2 2527846 
profllln2 111.4363 
hypothetical protein FUIOSSO 219^11 
BRAF35mDAC2 complex (80 kO 219.3916 
ring finger protein 30 5002246 
anaphase promoting complex sul 237.1218 
catdum homeostasis endoplasrri 327.1489 
neurogentn 1 290.2357 
hlstone acetyltransferase 1 344.9153 
chromosome 19 open reading frE 2812043 
proline rich 3 309.9093 
cytoplasiTilc linker 2 180.9108 
dolichyt-phosphate mannosyttran 294.1356 
thyrdd hormone receptor Inlerac 486.9829 
hypothetical protein FU11 196 63.09205 
phosphoendpyruvate carboxykin 262.4601 
stromal ceil derived facta recapt 215.2348 
serine (or cysteine) proteinase In 62.04001 
threonyMRNA synthetase 355.1309 
tyrosine kinase 2 209.3427 
RAD1 homolog (S. pcmbe) 1882716 
hypothetical protein FU10199 262.3124 
HSPC133 protein 
hypothetical protein MGC3251 
second mitochondria-derived ad 271.4457 
^ucose-6-phosph8te dehydrogei 258.0938 
nudeopOTin 88kD 464.482B 
ring finger protein 27 208.791 8 

gamma-tubulin complex protein : 32a0052 
Mitochondrial Acyl-CoAThtoeste 447.9229 
N^vmobitity group (nonhistone t 393.4158 
visinin-like 1 235283 
fibuUnS 79.52593 
ovarian cancer overexpressed 1 326.0044 
Mstone deacetytase 3 1 9B.0005 

FK506 binding protein 4 (5gkD) 323.5993 
Notch homolog 2 (DrosophDa) 270.sg04 
lump'ng translocation breakpdnt 252.8^6 
general transcription factor IlIC; \ 545.6403 
WD repeat domain 6 254.1607 
ras homolog gene fomity; mennbe 241.7544 
hypolheBcal protein DKFZp5640 568248 
cargo selection protein (mannosi 520.0919 
ublqidtin<oi^galing enzyme E2 374.4383 
Pyruvate dehydrogenase comple 345.9372 
target of mybl (chicken) 364.3098 
CMP-N-acet^neuramlnic add sy 788.5176 
hexoklnase 3 (white cell) 260.6034 
nitochondrial ribosomal protein t 234.3191 
ATPase; Ca-^- transporting; card 167.4066 
keratin 6B 534.1837 
0-6-melhylguanine^NAmelhylti 299.0887 
Snf2-retated CBP activator protd 2852875 
ngalin 237.0742 
hypotheUcal protein FU21 865 41 9.2747 
spildng factor 3b; subunit 3; 1301 242.1 1 1 5 
nudear receptor subMly 1; gro 325.6291 
SEX gene 303.0664 
breast cancer anil-estrogen rests 249.1903 
Kruppel-like factor 1 3 241.1753 
pre-mRNA processing factor 18 405.046 
serine (or cysteine) proteinase In 303.3386 
EAP30 subunit of ELL complex 321 .9045 
cold indudble RNA binding prole 292.5107 
protein phosphatase 1; regulator 371.7509 
bedin 1 (coiled-co»; myosln-tike 368.4142 
nudeobindin 1 330.8747 
mitochondrial ribosomal protein I 355.1234 
CGI-141 protein 152.8668 
START domain containing 7 277.2941 
protein X 0001 266.9848 
nitochondrial ribosomal protein { 444.1517 
proteasome (prosome; macropaii 432.9379 
SI OO caldum binding protein A4 1 98.7401 
T-cetl activaUon protein 41 1.1 148 

ieucine-zipper-like transcriptiona 202.0365 
aldehyde dehydrogenase 1 farr^i 631.0407 
cathepsin H 460 .84 88 

Krueppel-related zinc rmger proli 402289 



305 328.8562 
468 329.1292 
307 329.5023 
417 330J25 
297 330.8949 
372 331.0554 
247 331.1308 
277 331.4516 
85.9 3322299 
173 332.8499 
348 332.8813 

338 333.9675 
269 334.5884 
382 334.7371 
283 335.1054 
130 335.4301 
287 335.4383 
344 335.4528 
220 336.1459 
244 338.7183 

397 337.0199 

107 337.0769 
156 337,1655 
220 3372906 
410 337.3872 
422 337.8401 
258 338.1471 
104 339.1461 
536 339.3086 
363 339.3102 
227 339.3844 
543 339.8107 
135 340.0217 
320 3405878 

398 340.7239 
322 341.4805 
475 3415085 
266 341.5301 
241 .341.6123 

108 341.7638 

238 341.8947 
380 342.3529 
240 343.4254 
566 343.4339 
227 343.482 
324 343.9958 
369 344.0253 
304 344.0732 
304 3442985 
232 3445523 
417 345.0269 
430 3452213 
317 3452431 

339 345^498 
430 345.4621 
277 345.7776 
223 348.1734 
405 347.6543 
307 348.0545 
187 ^8.0925 
307 348.5538 
175 348.8375 

239 349.6571 
368 349.8393 
383 350.6414 
293 350.9571 
366 351.0501 
348 351.3478 
334 351.5074 
326 351.5535 
412 351.6595 
652 352.5048 
678 352.9542 
213 353.1168 
467 3532438 
320 353.6986 
280 353.7264 
291 353.7544 
417 354.4965 
526 355.1116 
273 355.1396 
356 355.1531 
273 355.4522 
451 355.7998 
564 356.7735 
391 356.9162 



302.8162 255E-01 1.60E-01 
4355554 -6.35E-01 -128E-01 
333.8774 -1.47E-01 .2.48E-01 
4375376 -7.73E^1 -4,40E-01 
264.7192 9.91&01 B.34E'01 
326.0947 2.66&01 454&01 
254.8269 826E'01 4.01E-01 
287.175 3.91E-01 153E.01 
176518 158E-K)0 ■3,76E-01 
241.9521 6.00&01 •3.40E^1 
299.9861 6.01E-01 6.64E-01 
390.6938 •S.83E-01 -S.eeE-OI 
280.1684 4.97E-01 1.81E-01 
347.7981 3.31E-02 222E-01 
302.7027 2.07E-01 -3.76E-02 
270.1111 -4.02E-02 .1.41E+00 
301.1995 2.54E-01 2.92E-02 
329.7234 1.14E-01 150E-01 
245.5832 854E^1 2.B0E-O1 
291.5641 1.95e.01 .2.71 E-01 
4065782 -5.31 E-01 -2.96E-01 
1685127 2.42E+00 7.56E-01 
251.8272 351 E-01 -7.52E-01 
2575848 6.48e-01 2.92E-02 
269.7194 2.44E^0 2.72E^0 
3715003 •720E-02 2.47E-01 
2685377 652E-01 3.02E-01 
2105983 8.49E-01 -859E-01 
379.0815 3.71 E-01 1.03E+00 
439.5495 -6.60E-01 .7.62E-01 
254.0574 7.g3E-01 2.12E-01 
384.7351 324E-01 1.00E+00 

244.4906 3.98E-01 -9.31E-01 
375.0149 -4.48&01 •S.38E-01 
315.1764 720E<01 9.45E-01 
330.4468 551E.02 -2.73E.02 
4215054 -3.91 E-01 8.49E-02 

333.78 -2.04E-01 -5.52E-01 

272.797 558E-01 3.76E-02 
176.4964 2.10E-K)0 4.44E-01 
301.8585 657E-02 •456E-01 
3065418 750E-01 9.41 E-01 
3022597 858&02 -4.33E.01 
393.3189 3.44E-01 1.06E+00 
274.4316 4.42E-01 -1.56E-01 
404.6602 -6.66E-01 .750E-01 
322.3381 4.37E-01 557E-01 
296.4811 5.09E-01 329E-01 
405.6684 -723&01 -9.00E-01 
365.5782 -S.94E-01 -LIBE-HIO 

378.959 -1.18E-01 1.57E-01 
373.6892 -2.99E-03 3.14E-01 

342.086 -7.76E-02 -2.02E-01 
491.0715 -1.19E+00 -122E+00 
3452169 4.07E-01 721 E^l 
285.7775 S51E-01 2,43E-01 
245.4613 1.05E+00 4.12E-01 
428.9832 -620E-01 -3.99E-01 
318.0812 2.19&01 3.81E-02 
273.2945 2.87E4)1 -^.UE-OI 
297.4677 556E-01 3.72E.01 
314.4039 -2.65E-01 -126E+00 
277.0735 5.30E-01 -1.59E-02 
347.7942 1,03E-01 1.76E-01 
345.4093 2.10E-01 3.36E-01 

207.766 454E^1 2.34E-01 
3192905 5.42E-01 6.00E-01 
368.1886 -2.05E-01 -2.18E-01 
329.7432 Z13E-01 1.41E-01 
333.1557 127E-01 1.84E-02 
352.0144 2.65E-01 4.94E-01 
458.6852 -7.67E-02 8.10E-01 
466.4393 -6.18E-02 8.80E-01 
298.8382 9.39E^2 •6.39E-01 
391.6738 -7.66E-03 3.94E-01 

275.4907 1 21E+00 1.07E+00 
303.5369 3.51 E-01 1.19E-02 
303.9535 4.06E-01 125E-01 
405.0567 -3.25E-01 -927E-02 
437.9448 -2.86E^)1 2.80E-01 
2755734 858E-01 4.57E.01 
373.9359 -2.11E-01 -2.10E-01 

276.788 8.15E-01 4.34E-01 
479.1158 -827E.01 -4.86E-01 
4605856 -3.69E-01 2.92E-01 
383.4797 .1.73E^)1 •4.02E-02 



1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Lx)w 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Undianged Low 
1 Unchanged Low 
1 Unchanged Ixw 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Ij3w 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Lx)w 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged l-ow 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unch^edLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged!.^ 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
1 Undianged Low 
1 Unchanged 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged lovt 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Lx)w 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 Unchanged Low 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Undianged l^w 
1 UndiangedLow 
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Q13148 HI led? TAR DMA binding protdn 322^816 

Q1664S K24ab5 FK506 binding protein IB (12.6 216.7704 

N02gh8 proieJn phosphatase 1; regulatar 77.52993 

P57739 FlSghl daudln2 188.162 

080568 F13cd4 pnicoDagen-lystne: 2-oxoglutarat 3325306 

QgHAIM NllghS E3 ublquIUn iigase SMURF2 425.5948 

P49914 X1cd6 5:10-fnelhenylletrahydrofotetesy 340.2344 

060510 E11cd8 atrophln-llnteradlng protein 1; J 171.9425 

Q9BX68 L15gh8 WsUdlne Wad nudeoUde Wrwiing 207.0703 

P29084 B02ab5 general IranscrtpUon fedof IIE; p 261.3572 

P09526 C05ef6 RAPIB; member of RASoncogei 320.4156 

015471 P01ef4 leukocyte Inununoglobutln-tike re 219.8277 

Q9UEE9 K03ab3 oanlofadal davetopmeni protein 124.0304 

Q15D11 L03er3 •homocysteine-lndudble; endopla 352.4459 

Q9BWG8 A13gh6 hypothetical protein MGC2491 170.1162 

Q9Y397 A04ef2 a'nc finger; DHHC domain conlai 431.1743 

Q14596 H17ab7 membrane conponent; chromosc 303.2476 

P23497 C13cd2 nudear antigen Sp1 00 331.8298 

Q16633 A24cd1 POU domain; dass 2; assodatfm 103.1231 

099961 J12cdl SHSstomaIn GRB2-«ke 1 231.086 

Q07021 M20ab3 complement component 1;qsubi 471.8742 

Q16513 E04cdt protein WnaseC-IIke 2 546J)111 

Q9H070 HlOcdS adaptor-related protein conplex : 3532901 

01 3227 A16ab5 G protein pathway si4)pTessor 2 5573311 

P20339 M03ef5 RABSA; mentjer RAS oncogene 404.6579 

Q9NXX4 G15gh2 hypotheOcal protein FU20005 155.2731 

Q92900 N17cd1 regulator of nonsense transcripts 328.2926 

Q9H2K4 i05gh3 diromosonie 1 1 open reading frg 198.6548 

014917 E17ef4 protocadherin 17 250J859 

Q9NZ88 J06gh3 chromosome 6 open reading frar 199.6701 

Q9BYC8 C15gh8 mitochondrial ribosomal protein I 257.9414 

015311 C21cd7 ralA binding protein 1 295.4648 

Q9NWE9 a)2gh3 hypothetical protein FLJ10074 455.3747 

095571 G22ef3 protein expressed In thyroid 398.0124 

P36941 A09ab7 lymphotoxin beta receptor (TNFF 403.0565 

P49790 FllcdS nucteoporin 153kO 264.6175 

Q99607 C06ab4 E74-llke factor 4 {ets domain Irar 267.135 

Q9UIV1 H0Scd8 CCR4-N0T transcripBon comple: 201.0959 

QSY3E4 013ef2 001-146 protein 107.5317 

PI 9387 D17ab3 hexokinase 1 512.0547 

014250 JlScdS enigma (LIM domain protein) 229.1944 

Q9UL33 B20ef2 unknovm 343.1533 

015019 H03e^ neural precursor celt expressed; 489.0601 

013084 H0Scd6 melanoma-associated anUgen re 421.8259 

OgUMR2 018cd7 OEAD/H (Asp-Glu-Ala-AspA^) fc 383.654 

P55855 H06cd2 SMfr3suppressorof ntif two3ho 454.9011 

013155 620cd4 JTV1 gene 322.6641 

P78371 Hl1cd6 chaperonln containing TCP1 : sut 430.5464 

P08173 Pl7ab3 durfinergic receptor; muscarinic . 444.2461 

060478 £02cd2 transmembrane 7 superfamify me 274.7639 

060429 D16gh4 hypothetical protein FU12886 142.8322 

075935 O04cd7 dynadin 3 (p22) 408 9696 

013147 J05ab2 abMnleractof2 299.098 

09NPH4 El4gh3 LUC7-like (S. ceiBvlslae) 207.38 

09UJ96 Cl3cd8 potassium voltage-gated channe 582.717 

P17081 C13ef6 likehf ortholog of mouse TCI O-alj 293.1604 

P11166 JOSefS solute carrier family 2 (fadlilaled 351.7333 

014820 D12ef6 splldng fador 1 38Ze46 

092935 106ab5 exostoses (multiple>-like 1 659.9005 

P31749 E20ef6 v-akt murine thymoma viral oncoj 385.4669 

013454 U)5cd7 PutaUve prostate cancer lumor si 326.9146 

P35520 C24ab3 cystathlonine-bela-synlhase 70.85109 

P53602 M01ab7 mevalonale (diphospho) decartx: 682.0309 

Q9H7Q3 C04gh6 irttochondrial ribosomal protein I 333.6677 

013123 C06ab7 IK cytokine; dowrwegulalor of Hi 257.7332 

014744 G14cd6 SKB1 homoJog (S. pomtte) 348.0026 

Q9Y566 DlBefS SH3 and multiple ankyrin repeal 209.2687 

Q9BUJ9 A03gh7 MovIO; MoJoney leukemia virus * 335.0517 

P51790 I02ab5 chloride channel 3 330.2251 

014547 J09cd6 PRP8 pre-mRNA processing fad 239.0005 

099753 A05cd7 ctsplaUn resistance associated 257.1873 

Q9NQC8 H15gh4 hypothetical protein L0C569 12 185.2607 

043919 M0lef6 (inker ftw activation of T cells 206.6586 

P78345 Fl5cd6 ribonudease P (38kD) 321.791 

P54257 A03e(5 huntinglln-assodaled proldn 1 0 450.2874 

09Y3F4 G18cd7 unr-interading protein 390.9437 

P29536 F14cd7 ielomodin 1 (smooth musde) 343.3731 

075925 K03cd4 protein Inhibitor of acUvaled STA 423.9992 

Q9UMX5 J23ef4 secreted protein of unknown func 344.8668 

Q9UM29 N02cd7 Inlerieukin enhancer binding fad 348.7866 

Q92905 P03ef6 COP9 consBtuUve pholomorphoc 257.5597 

Q9NSD7 L20ef1 G-protein coupled receptor SA!J 734.6282 

Q9P2W3 G01ef3 guanine nudeotlde lading prole 70.71144 

09BVI7 N14gh5 milochondiial ribosomal protein f 367.7177 

Q9Y4L1 B23cd6 oxygen regulated protein (ISOkO 413.0575 

Q02363 Fieab7 InKbUor of DMA binding 2; donw 464.7132 



353 357.1404 
466 357.2698 
7t.l 357.2714 
238 357.443 
269 357.5594 
665 357.6911 
238 358.0826 
265 3S8J42 
360 358.5328 
225 358.821 
355 359.0861 
260 359.2909 

245 359.5047 
183 359.7095 
203 360.534 
495 360.6182 
402 361.5265 
491 361.9825 
99.3 362.0007 
247 362.8538 
202 353.3385 
561 364.4852 
278 364.7541 
352 354.8449 
664 365.7139 

246 365.9622 
316 366J2931 
155 366.4886 
311 366.6879 

362 367J268i 

429 357.9727 
411 368.6028 
383 369.4489 
507 369.925 
454 370J)343 
316 370.2793 
268 371.3515 
465 371.6771 
252 371.8333 
215 371.9817 
218 371.9927 
636 372.4427 
274 372.9279 
278 373.0512 
423 Z7ZJQ622 
444 373.596 

409 373.7416 

430 374.014 
514 374.4117 

438 374.61 
257 375.0573 
432 375.1224 
249 375.379 

302 376.3768 
448 376.4373 
417 376.4995 
393 376.564 
408 376.7779 
276 376.8548 

303 376.9169 

363 377.0852 
68.1 377.1148 
178 378.114 
207 378.1396 

439 378.1806 

410 378.4165 
281 379.5197 
472 380.308 
237 380.3105 
256 380.5666 
397 380.7894 

276 381.0416 
105 381.2059 
530 381.5687 
322 382.6029 
335 382.6142 
209 382.9438 
608 383.7943 
305 3843676 
278 384.7729 
392 386.1452 

277 386.7193 
81.4 386.7442 
520 386.9198 
372 3873372 
359 388.2552 



344.328 1.47E-01 1.31E-01 
353.4204 7.21E.01 1.17E400 
168.643 2.20E+00 .124&01 
261.2968 9.26E-01 3.41E-01 
3193117 1.05E-01 -3.04E-01 
482.7167 -2.51 E-01 6.44E-01 
312.027 7.38E.02 -5.17E-01 
265.2168 1.06E+00 6J26E-01 
308.6409 7.92E-01 7.99E.01 
281387 437E^»1 -2.17E^1 
344.9493 1.64E-01 1.49E-01 
279.8225 7.09E-01 2.44E-01 
242.684 1.54E-KX) 9.79E-01 
298.5074 2.94E-02 -9.43E-01 
244.6389 1.08E+00 2.57E-01 
428.8727 .2.5eE-OI 1.99&01 
355.7499 234E-01 4.08E-01 
3943464 1.25E41 5.64&01 
188.1549 1.81E+00 .5.39E^2 
280.235 631E-01 9.47E-02 
345.9018 -3.77E-01 .1.22E+00 
4903792 -533E-01 3-97E-02 
331.9595 431E-02 .3.46E^1 
424.6909 -6.12E-01 -6.65E-01 
478.1731 -1.46E-01 7.15E-01 
255.5667 1.24E400 631&01 
336.7297 1.58E-01 .5.69E.Q2 
240.051 8.83E-01 .3,58E-01 
309.398 530E-01 3.13E-01 
309.7781 8J9E-01 8.60E-01 
351.4981 5.13E-01 7U33E-01 
358.3107 3.19E-01 4.76E-01 
402.6031 .3.02E-01 -2.50E-01 
425.0962 .1i}6E-01 330E-01 
409.094 -1.23E-01 1.72E-01 
317.116 4.8SE-01 238E-01 
302.1703 4.75E-01 4.79E-03 
345.9519 8.86E-01 1.21 E+00 
247.1535 1.79E+00 1.29E+00 
366.4437 -431 E-01 -125E+00 
272.9152 6.99E.01 .732E^2 
450.4535 1.18E41 8.gOE-01 
37a666 -3.91 E-01 .8.36E-01 
357.6504 -1.77E-01 -6.01 E-01 
393.1434 -4.04E-02 1.40E-01 
424.0867 -2.84E-01 -3.68E-02 
368.4293 Z12E-01 3.42E4)1 
4282475 -3.62E-01 -LSOE-OI 
444.3189 .2.47E.01 2.11E-01 
362.4989 4.47E-0t 6.73&01 
258282 139E+00 8.47E-01 
405.4281 -125E-01 7.97E-02 
307.9098 3.28E-01 -2.635-01 
295.4156 B.60EXH 5.45E-01 
468.9343 -6.30E-01 -3.80E-01 
3622816 3.61 E-01 5.09E-01 
373.8343 9.84E-02 131 E-01 
389.2167 -2.30E-02 9.19E.02 
437.6869 -8.08E-01 .126E+00 
355.1851 -3.24E-02 •3.46E-01 
3553691 2.06E-O1 1.50E-01 
172.0203 2.41E+00 -5.72E-02 
412.6357 -8.51 E-01 -1.94E-K)0 
306.3867 1.81 E-01 .6.86E-01 
3583456 5.53E-01 7.69E-01 
3783177 121E-01 2.37E-01 
290.0718 8.59E-01 427E-01 
412.4352 .1.79E-02 2.94E-01 
315.7621 2.04E-01 .430E-01 
291.9777 6.71E-0t 1.01E-01 
3453384 5.66E-01 627E-01 
280.7773 1.04E+00 5.75E-01 
230.823 8.83E-01 .9.82E-01 
4112575 2.46E-01 721 E-01 
3843948 -2.35E^1 .4.83E-01 
3693734 •3.11E-02 -225E-01 
311336 1.57E-01 .7.13&01 
4712944 .1.44E-01 5.1SE-01 
3452233 137E-01 .171E-01 
337.1554 1.42E-01 -32eE-01 
345.1985 5.84E-01 6.06E-01 
4662798 .926E-01 -1.40E+00 
179.6321 2.45E+00 2.04E-01 
424.8293 734E.02 4.99E.01 
3903975 .920E.02 -1.49E^)1 
4103421 -S^OE-OI -4.338-01 
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1 UndiangedLow 
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1 UndiangedLow 
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1 UndiangedLow 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged txw 
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Iranstocaseonnnermltochondrij 440.2763 542 388.4554 456.8557 -1.81E-01 2.99E-01 1 Unchanged Low 

G protein-coupled rcceplor 26 499.1316 450 389.582 446.2248 ^37E-01 -1.50E^1 1 Unchanged Low 

growth arresi-spedfic 2 like 1 359.8065 540 389.6398 429.6515 1.15E-01 5.84 E-01 1 Unchanged Low 

heat shock IranscripUon factor 1 363.3847 375 389.8695 376.2292 1.01E^)1 4.71 &02 1 Unchanged Low 

DEADA1(Asp-Glu-Ala-Asp/Hls)t 136.5699 124 389.9835 2170)007 1.51E+00 •1.35&01 1 Unchanged Low 

small nudearribonudeoproteJnp 441.1409 115 390.2085 3155701 .1.77E^1 -1.94E+6o 1 Unchanged Low 

ATPase:Na*/K+ transporting; be 425.6647 432 391.8135 416.5779 -1.20E-01 2.22E-02 1 Unchanged Low 

Interferon Induced iransmembrar 45.13817 256 392.1204 231.1338 3.12E400 2.50E-K)0 1 Unchanged Low 

HSPC02B protein 329.8857 363 392.2431 361.6248 2.50E-01 1.37E-01 1 Unchanged Low 

vacuolar protein sorting 35 (yeas 359.0233 557 392.2574 436.0959 1.28E-01 6.34E-01 1 Unchanged Low 

MAPAnlcrotubule affinlty-regulatl) 397.7845 369 392.3918 386.4633 -1 .976^2 .1.08E-O1 1 Unchanged Low 

ATP-blnding cassette; sub^anfilly 618.0409 488 392.8159 499.6643 -6.54E-01 ^.40E-O1 1 Unchanged Low 

CK2lnterBcUng protein 1:HQ0O: 176.5553 215 393.4111 261.8209 1.16E+00 2.6aE-01 1 Unchanged Low 

RPBS^nedlallng protein 333.6215 533 393,9448 420.3384 2.40E-D1 6.77E-01 1 Unchanged Low 

syniaxinSA 179.6148 235 393.985 269^995 1.13E+00 3.89E-01 1 Unchanged Low 

EBNA-2co-actlvator(100](D) 381.3069 375 394.5999 383.7948 4.94E-02 -2.22E-02 1 Unchanged Low 

zinc finger protein 259 348.7542 422 394.8016 368.3905 1.79E-01 2.74E-01 1 Unchanged Low 

trensafdoTase 1 399.2717 326 395.693 373.7275 .1.30&02 <2.92E-01 1 Unchanged Low 

anfcyrtn^te with transmembrane 222.8517 364 395.7427 327.3962 8.28e-01 7i)6E-01 1 Unchanged Low 

retindc add receptor r«sponder I 283.5705 257 396.0287 312.0672 4.82E<01 •1.44E-01 1 Unchanged Low 

solute carrier {an«y1 (neutral an 149.1019 138 396.5014 227.7665 1.41E+00 -I.IBE-Ol 1 Unchanged Low 

histone deacctyfase 4 328.6037 303 397.1317 342.8334 2.73E-0^ -t.17E-01 1 Unchanged Low 

hypothetical protein MGC5585 140.9811 228 397J2624 255.3931 1.49E-K)0 6.93E-01 1 Unchanged Low 

dual-spBdfidtytyroslne-(Y)-phos 498.484 327 397.3922 407.7774 .3.27E-^1 .6.06E^1 1 Unchanged Low 

plasminogen adtvatonuroMnase 500.1391 396 398.2456 431.3524 •3.29E-01 •3.38E-01 1 Unchanged Low 

likely orthdog of mouse synembt 372.6251 443 398.4083 404.6217 9.57&02 2.48&01 1 Unchanged Low 

EphA7 243.0574 290 398.5414 310.569 7.13E41 2.55E-01 1 Unchanged Low 

high-mobnity group (nonhistone t 196.6334 278 398.7327 291.2748 1.025*00 4.99e-01 1 Unchanged Low 

reUnal sttort<hain dehydrogenas 370.8225 497 399.4413 422.4244 1.07E^1 4.23E-01 1 Unchanged Low 

solute canieffairtty 3 (acUvatcrs 442,5463 345 399.5678 395.768 .1.47E-01 -3.58E-01 1 Unchanged Low 

TAF7RNA polymerase II; TATA 400.589 526 401,1308 442.5426 1.59E-03 3.92E-01 1 Unchanged Low 

hypothetical protein FU14511 246.3293 225 401.3816 290.8781 7.04E-01 -1.31E-^1 1 Unchanged Low 

PTK2 protein tyrosine kinase 2 369.8718 440 401.4713 410.2909 423E-02 1.73E-01 1 Unchanged Low 

PTD011 protein 434.6906 483 4013119 439.8467 -1.15E-01 1.53E-01 1 Unchanged Low 

ds variant gene 6 (TEL oncogen 315.7331 502 401.8428 406.6035 3.48E^>1 6.70E-01 1 Unchanged Low 

programmed celt death 5 498.729 430 402.3091 443.7457 -3.1 OE-01 -^ISE-OI 1 Unchanged Low 

signal recognition particle 68kD 212.5357 247 402.3275 287.2236 gJZlE-Ol 2.16E-01 1 Unchanged Lew 

RASDfan^ly: member 2 395.909 486 40^4304 427.9499 Z36E-02 2.94E-01 1 Unchanged Low 

iTtyoslnVA{hcavy polypeptide i: 371.5954 353 402.453 375.8247 1.15E-0t .7.23E-02 1 Unchanged Low 

translocase of inner milodHWidrij 291.7019 369 404.0738 354.8111 4.70E-O1 3J39E-01 1 Unchanged Low 

pepUdase (mitochondrial process 512.9004 184 404.5715 367.0789 •3.42E-01 «1.48Ef00 1 Unchanged Low 

eukaiyolk: translation NliaUon fa 427.4989 296 405.4998 376.3076 -7.62E-02 -5.31E-01 1 Unchanged Low 

CDA02 protein 453.6084 401 405.956 420.1404 -l.BOE-OI -1.78E-01 1 Unchanged Low 

mitogen^divated protein kinase 209.1026 256 406.234 290.5304 9.58£^1 2.93E-01 1 Unchanged Low 

LIM domain kinase 1 359.4655 392 406.5183 386J)829 1.77E-01 1.26E-01 1 Unchanged Low 

sorting nejdn 7 479.5898 396 406.7812 427.3762 -2.38E-01 -2.78E-01 1 Unchanged Low 

tryptophan rich basic protein 339.3172 500 407.1504 415.5431 2.63E-01 5.60E-01 1 Unchanged Low 

hypothetical protein 458,2693 546 4075408 470J717 -1.70E-01 2.52E-01 1 Unchanged Low 

parMn:beta 114.232 159 407.3882 226.9908 1.83E+00 4.80E-01 1 Unchanged Low 

heterogeneous nuclear ribonude 442.5469 274 407.4025 374.6383 -I.IBE-OI •6.92E-01 1 Unchanged Low 

tubulin; beta polypeptide 441,2669 413 407.8683 420.8456 .1.14E-«1 •9.41E-02 i twanged Low 

smaD glutamlne-rich leb^lricopej 378.9705 438 408.6453 408.6939 1.09E-01 2.10E-01 1 Unchanged Low 

homeodomain Interacting protein 394.449 535 408.8773 446.1081 5.18E-02 4.40E-01 i Unchanged Low 

5-aminoimidazo!e-4-cartjoxamidt 501.3028 386 409.3059 432.286 -2.92E-^1 -3.76E-01 1 Unchanged Low 

NADH dehydrogenase (ubfqufna 490.4347 417 409.3283 438.7901 -2.61 E-01 -2.35E-01 1 Unchanged Low 

ELK3; ETS-domatn protein (SRF 205.9453 359 410.8037 325.3706 9.98E-01 8.03E-01 1 Unchanged Low 

karyopherin (importtn) beta 2 393.6551 234 410.9425 346.1733 6J20E-02 -7.51E-01 i Unchanged Low 

nitogen-acUvated protein kinase 39522 437 411.4052 414.6953 5.79&02 1.46E-01 1 Unchanged Low 

protein kinase C-I{ke 1 456,2727 486 411.6245 451.4528 >1.46E«01 9.16E-02 1 Unchanged Low 

peptldyl prolyl Isomerase H (cydi 179.441 222 411.9155 271.0162 1.20E+00 3.05E-01 1 Unchanged Low 

chromosome 12 open reading fre 346.6792 296 412.2064 351.5655 2.50&01 -2.29E^1 1 Unchanged Low 

urotensln2 452.0721 366 413.1451 410.4914 -1.30E-01 -3. 04E-01 1 Unchanged Low 

UDP-Gal±elaGal beta l;3"galac 499.9529 290 413.3454 401.0113 -2.74E-01 -7.87E-01 1 Unchanged Low 

protein tyrosine kinase 9 476.3952 364 413.4208 418.007 -2.05&01 -3.B7E-01 1 Unchanged Low 

FK506 binding protein B(38kO) 461.2322 432 413.4238 435.6453 -1.58E-01 -9.35E-02 1 Unchanged Low 

flotiTinl 304.6674 310 415.4364 343.496 4.47E41 2.68E-02 1 Unchanged Low 

hypothetical protein 'MGC5499 490,2382 417 416.02 440.9559 •2.37E^1 -2,35E-01 1 Unchanged Low 

neurotrophic tyrosine kinase; rec 126.7467 186 416.4128 243.0358 1.72E+00 5.53E-01 i Unchanged Low 

NADH det^ydrogenase (ubiquinoi 449.5778 413 416.4836 426.4999 -1.10E-01 -t.21E-01 i Unchanged Low 

hypothetical protein GL009 429.1998 354 417.3575 400.0464 .4.04E-02 -2.80E-01 1 Unchanged Low 

hypothetical protein MGC2463 462.5828 387 417.7046 422.5145 .1.47E-01 -2.55E-01 1 Unchanged Low 

hypolheUcal protein FU1 0597 137.7487 289 417.999 281.424 1.60E+00 1.07E+00 1 Unchanged Low 

eukaryotic translation elongaUon 3472405 328 418.0152 364,5026 2.68E-01 •d.llE-02 1 Unchanged Low 

cycUn^pendenl kinase 8 426.3751 2B1 418.121 375.2575 •232E-02 -6.00E-01 1 Unchanged Low 

neurolrophin 5 (neurotroFyhtn 4/5 327.4146 223 418.6011 323.0643 3.54E-01 -5.53E-01 1 Unchanged Low 

hypolheUcal protein AF053356_( 340.4357 339 419.3637 366.1692 3.01E-01 -7.34E-03 1 Unchanged Low 

re«culocalbin1;eF-handcalcIun 241.6383 250 420.5597 304.1243 7.99E-01 5.01E-02 1 Unchanged Low 

ariadnehomolog2{Drosophila) 254.1122 322 420.8229 332.2465 7.28E-01 3.41 E-01 1 Unchanged Low 

NADH dehydrogenase (ublquinoi 375.7034 327 422.3772 375.1108 1.59E-01 -1.99E-01 1 Unchanged Low 

rrtlogen-activaled protein kinase 493.835 452 422.4625 455.1064 -2.25E-01 -1.28E-01 1 Unchanged Low 

transcrtptton factor 1: hepatic. LF 322.4782 527 423.4405 424J654 3.93E-01 7.09E-01 1 Unchanged Low 

XiMOlylamlnopeplidaserannlnop 524.6188 542 423.7387 496.7532 -3.09E-01 4.57E-02 1 UndiangedLow 

NHP2non-hIstone chromosome I 137.3557 479 424.0031 346.68 1.63E400 1.80E+00 1 Unchanged Low 

APGt23Utophagy12-llke(S.cer 631.6055 402 424.3577 485.9574 -5.74E -01 -6.52E-01 1 Unchanged Low 

mannose-P-dollchol utilization de 272,444 523 424.8266 406.7998 6.41 E-01 9.4tE-01 1 Unctianged Low 

S3rcog))«an; beta (43kOdystropl 256.2113 293 425.1172 324.9166 7.31E-01 1.96E-01 1 Unchanged Low 
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hypotheOcal protein FU14117 261^578 463 425^25 383.5805 6.99E-01 8.23E^1 

progesterone receptor membram 295.0481 244 425.8728 321.6602 5^E-01 -2.74E-01 

twisted gastrulaUon 84.61732 147 426.1124 219.3062 2.33E+00 7.99E^1 

TAF9RNApo}ymefBsen;TATA 171.3507 520 426.7606 372.6331 1.32E+00 t.60E+00 

hlgtwnobinty group (nonhistone c 265.695 354 426.7642 348.9168 6.84E-01 4.15E.01 

EphB4 528,7066 413 427.0543 456.4179 -3.08E-01 -3.55E-01 

YYIlrarisaipUon factor 481.2844 530 427.184 479.4548 .1.72E-01 1.39E.01 

pulattvenucleoiidebrndrngprote 505.S493 431 427J544 454.8441 •2.44E41 -2.3tE*01 

AHNAKntideoprotein(desnioyol 392.0671 399 427.3828 406.041 1.24E-01 2.41E-02 

phosphomannonwtase 2 325^)777 480 428.3778 411.2528 3,9eE^1 5.63E-01 

7-dehydrochdesterol reductase 368.5228 213 428.5923 343.3316 1.42E-01 -8.68E-01 

nudear pore complex Interacting 280.8175 312 428.5952 340.5147 6.10E-01 1.54E-01 

potassium channel: subfemUyK; 473.5589 408 428.9308 436.9131 -1.43E-01 -2.14E-01 

CGHlOprotefti 290.9669 331 429.1497 350.4808 5.61E-01 1.87E-0t 

0123 gene product 387.0465 405 429.9331 407J3091 1.52E-01 6.52E-02 

polyniefase(RMA)n{DMAdIrecl 527.0446 461 429.9488 472.7272 -2.94E-01 -1.93E-01 

eukaiyoKctranslatronbilltaBonfa 591.5767 311 430.6788 444.385 -4.58E-0t -9.28E-01 

proHne-rich protein BslMlsubliam 521.4154 251 431.1299 401.2036 -2.74 E-01 -1.05E+00 

protein Iransport protein SEC81 1 635.5838 369 431.9958 478.7225 -5.57E-01 -7.86E-01 

Isodtrate dehydrogenase 2 (MAC 600.2178 338 432.1616 456.8577 -4.74E-01 -8.28E-01 

DMAmelhyltransferasel'assodt 451.5343 382 432.3473 421.964 -6.26E<02 -2.41 E-01 

zinc finger proteln^el 194.5871 348 432.4885 324.9789 1.15E-K)0 8.38E-01 

heterogeneous nuclear ribonude 416.5145 410 432.5188 419.7665 5.44E'02 -2.18E-02 

DKF2P564B167 protein 390.848 389 432.8082 404.2972 1.47E-01 ^.96E-03 

rftoAac guanine nucleotide exehs 142.3392 124 433.2386 233.2947 1.61E-KI0 -l.gSE-OI 

serine/lhfeonine kinase 17a (ape 397.8599 472 433.4221 434.4129 1.24E-01 2.46E-01 

BTB (POZ) domain containing 2 175.3887 206 433.4811 271.6819 1.31E+00 2.33E-01 

041nkedmanno5ebeta1;2-N-ac6 477.6375 353 4342927 421.54 .1.37E-01 -4.38E-01 

Rho GTPase activating protein 4 368.9887 231 435.3585 345.0241 2.39E-01 -6.77E-01 

melhlonine-tRNA synthetase 263.0076 295 435.894 331.1505 7^E-01 1.63E-01 

TGFBI-lnducedantt-apoptoticfa 233.3926 310 436.26B4 326.6136 9X)2E^1 4.10E-01 

signal recogntUonpartide19kO 227.8193 59S 438.5994 419.7603 9.3e&01 1.38E^ 

KIAA0247 gene product 291.1054 232 437.1141 319514 5.86E-01 -3.30E-01 

CE)C-llke kinase 3 458.9286 562 437.5601 486.0405 •e.88E-02 2.91 E-01 

jundophiKn3 346.7829 388 439.282 391.3835 3.41E-01 1.62E-01 

heparan sulfate proteoglycan 2 0 505.6962 372 439.9544 439.0897 -2.01E-01 -4.44E-01 

PR domain containing 10 369.157 514 440.5347 441.3923 2.55E-01 4.79E-01 

protein X 013 324.5306 345 440.8995 370.1383 4.42E-01 8.82E-02 

calenin (cadherin^ssociated pro 471.1305 211 441.7617 374.6479 -929E-02 -1.16E^ 

chfOmoboxhomologKHPIbeta 480.8183 362 441.9595 428.3076 -1.22E-01 •4.09E-01 

calponIn2 429.1961 304 442.4148 391.978 4.38E-02 ^.96E-01 

dystonia 1; torsion (autosomal dc 415.3893 533 442.9429 463.6417 9.27E-02 3.59E-01 

uncharacterized hypothalamus p 411.0811 430 443.2575 428.1718 1.09E-01 6.5564)2 

lAkujjtin-actfvaUng enzyme El -ra 298.6597 342 443.334 361.2685 5.70E-O1 1.95E-01 

protein kinase; AMP-acUvated;b» 306.0158 165 443.5049 304.7576 5.366-01 -8.93E-01 

nodal homolog (mouse) 349.4202 252 443.7188 348.2928 3.45E4)1 -4.73E4)1 

smalt Inductbte cytokine subfamt) 374.6683 459 445.5171 426.5346 2.50E-01 2.94E-01 

POU domain; dass 3; transcriptf< 458.6994 302 447.6929 402.9521 -3.44E-a2 •6.02E-01 

splicing factor 3a: subunit 2; 66kl 284.0454 334 448.6652 355.7289 6.60E-01 2.36E-01 

ftns-related tyrosine kinase 3 ligs 449.6827 417 452.1329 439.4747 7.B4E-03 -LIOE-OI 

polymerase (DMA directed): deftt 363.5225 232 452.6832 349.3417 3.16E-01 -6.49E-01 

H2Bhl5tonefaniI}y; member E 325.9523 483 452.8012 420.7323 4.74E-01 5.69E-01 

NADH dehydrogenase (ublquinoj 511.5488 392 454.6223 452.5721 -1.70E-01 -3.86E-01 

protein kinase: cAMP-dependent 420.8225 518 454.8256 464.5909 1.12E^1 3.00E-01 

pyrrollne 5-carboxylate reduclasi 145.6987 303 455.1667 301.448 1.64E+00 1.06E-KK) 

succinate dehydrogenase compli 671.3369 351 4562212 492.7974 '5.57E^1 -9.36E-01 

synovial sarcoma translocation g 438.6951 480 456.469 4Sa4094 5.73E-02 1.30E-01 

ring finger protein 7 315.6541 400 456.9368 390.7196 5.34E-01 3.40E-01 

CDC42 binding protein kinase be 386.9683 447 456.9709 4302759 2.40E-0t 2.08E-01 

Inlerfeukinll 399.048 140 458,1544 332.3748 1.99E-01 -1.51E+00 

protein (pepttdyl-prolyt dsflrans I 333.4194 450 458.2237 417.3666 4.59E-01 4.66E-01 

hypothetical protein FU20671 430.7122 577 458.2293 488.5936 8.93E-02 4J22E-01 

caJdneurin binding protein 1 474.3964 117 458.7489 350.127 -4.84E-02 •2.02E+00 

vacuolar protein sorting 45A (ye« 115.1679 276 458.8586 283.3006 1.99E+O0 126E-K)0 

adenosine monophosphate dean 352.5251 390 4592935 400.6864 3.82E-01 1.47E-01 

HADH dehydrogenase (ubiquinoi 417.4586 432 4602425 436.6589 1.41 E-01 5.03E-02 

hypothelical protein FIJ20618 354.3599 523 460.3326 445.8286 3.77E-01 5£1E-01 

metaxln2 282.4791 443 460.352 395.1258 7.05E-01 6.4BE-01 

2';y.cydicnudeotlde3'phospho 258.2862 510 462.033 409.9513 8.39E-01 9.80E-01 

dynacUn4 562.6142 460 462.4054 494.9234 -2.83E-01 -2.91 E-01 

CBfbonyl reductase 1 234^184 240 463.6916 312.5841 9.85E-01 3.30E-02 

degenerative spermatocyte hoffK 264.7024 270 464.4612 333.1906 8.11E-01 3.08E-02 

UDP-Gal:betaGlcNAcbela1;4.£ 365.8881 379 464.9697 403.197 3.46E-01 4.98E-02 

hypothetical protein MGC3077 493.9011 276 465.7709 411.9427 -8.46E-02 ^.39E-01 

i«EP50 protein 379.1943 303 468.1997 382.8783 i98E-01 -322E-01 

fibroblast growth factor (addic}lr 323.6471 325 466.8724 371.8858 5 29E^1 6.63E^3 

hypothetical protein MGC31 80 309.3486 596 458.0924 457.7257 5.98E-01 9.45E-01 

diromosome 4 open reading frar 337.7358 352 469.9502 386.6911 4.77E-01 6.13E-02 

NPD007 protein 367.4893 489 471.1924 442.4205 3.59E-01 4.11E^1 

translational Inhibitor protein pi 4 324.9333 318 471.2741 371.3427 5.36E-01 -3.19E4)2 

gtutaminyHRNA synthetase 400.1718 364 47^5359 412.2837 2.40E-01 .1.36E-01 

hypotheUcal protein MGC3262 288.8083 483 473.0084 415.0843 7.12E^1 7,43E<1 

small prollne-rich protein 2B 390.5307 584 4742762 4a3X)992 2.flOE-01 5.82E01 

tiypothetlcal protein FU12154 556.3676 383 474.593 471.3877 >229E-01 -5.38E-01 

deoxyhypusine synthase 456.6886 461 477.1999 4722313 5.71E-Q2 6.79E>02 

colon carcinoma related protein 505.0182 450 478.4787 477.7496 •7.7gE-^ -1.67E-01 



1 Unchanged Ijow 
1 Unchanged Ixw 
1 Unchanged Low 
1 Uichanged Low 
1 Unchanged 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unch(anged Low 
1 UndiangedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 l^Khanged Low 
1 Unchanged Low 
1 l^changedLow 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Ufu:hanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchanged Low 
1 Unchang^lLow 
f UhchangedLow 
1 Unchanged Low 
f Unchanged Low 
I Unchanged Low 
I Unchanged Low 
t Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I Unchanged Low 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UndiangedLow 
I UnchangedLow 
t Und)anged Low 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I Unchai>ged Low 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I UnchangedLow 
I IMchangedLow 
t UndiangedLow 
I UnchangedLow 
I UhchangedLow 
1 UnchangedLow 



8] 



wo 03/102171 PCT/US03/16096 



P01730 


KISefS 


P20674 


L06cd4 


Q12826 


K02ef6 


Q9Y6A4 


JIBeO 


060688 


BOSeQ 


075716 


F08od3 


P30711 


E18ef7 


Q15008 


L03gh1 


P17174 




P13798 




Q9P2R8 


E15ef4 


r>ai IMT4 


E20cd7 


075607 


1.1 iCur 


094S2.5 


620oh1 




A06ab3' 


075956 


K13cd6 


095573 


t23ab5 


UsBArfl 


N23gh6 




L20cd5 


Q92793 


HOSabS 


Q9P0H6 


K236f4 


Q9P0R3 


C05ef3 


075094 


E11gh1 


Q9P011 


P10ef2 


Q92504 


M12cd4 


095190 


L12cd8 


Q9Y230 


N12cd6 


Q9BSG0 


MISghB 


Q9Y366 


I17ef2 


Q14094 


024ef5 


P43403 


H04ef5 


P52803 


H23ef7 


095402 


E18al5 


000233 


L23ab8 


Q9H1K6 


018gh7 


Q9BXL6 


K15Qh6 


Q9H173 


H03gh5 


Q9NV83 


H03gh3 


P1 1926 


A12ab8 


Q04743 


D23ef1 


Q98VK2 


GilghS 


043251 


I16ef3 


099829 


L13cd4 


095777 


Q10ef2 


Q9UN53 


019^2 


P24310 


F03ab4 


Q9H929 


N09gh5 


PI 0788 


K19ef1 


095287 


D17cd5 


Q01105 


H18cd1 


Q9UK45 


B08ef2 


P35611 


i17ab2 


014681 


K22odS 


P80303 


AOScdl 


Q9NWC0 


N19gh2 


P00367 


B08ab5 


UUu4d9 


I09ab8 


Q9LH04 


M18ef4 


K2U330 


NUoaoo 




I199h4 


P00519 


IG6efi 


01 3880 


O02cd5 


P25789 


L13ef7 




J16cd3 


075817 


A13cd6 




N11cd7 




G12ab2 




F20cd1 


Q9P100 


ED7gh4 


P03999 


KOSabS 


095793 


M22cd2 


P22750 


M05ef2 




B06gh8 


Q9NRXB 


J15gh4 


Q9UH03 


J20gh4 


Q96S52 


J22gh6 


Q9H3F6 


C24gh8 


P37196 


K03cd8 


Q9H1D4 


B05gh4 


075350 


K04cd5 


Q9P024 


D15ef3 


Q9Y224 


H21ef2 


Q13381 


012cd3 


Q02535 


FOIed 


095864 


U4cd4 


PS3621 


H16ab4 



C04 anHgen (p55) 516.4046 
cytochrome c oxidase subunit Va 512.4055 
far upstream dement (FUSE) bin 462392 
slnilar to mouse GU3 or D. malar 359^48 
divalent cation tolerant protein C 298.6981 
sertne/lhreonlne kinase 16 354.1 875 
glutathione S-transferase theta 1 3273121 
KtAAOl 07 gene product 475.6485 
^utarric-oxaioacetic tiansaminai 412.5293 
N-acylaminoacyl-peptlde tiydrola 365.1 21 8 
MIsshapen/NIK-related kinase 469.5725 
RAB; member of RAS oncogene 268.916 
nudeophosnriinAiudeoplBsmin; 3 350.2387 
giulaminase 410.4357 
growth differenUation factor 1 1 264.606 
tumor suppressor deleted In oral 524 .962 
falty-add-Coenzyme A ligase; loi 354. 1 387 
Bc>-2 binding component 3 493.3887 
nudear transport factor 2 392.576 
CREB binding protein (Rublnstel 468.559 
A[>012 protein 406.4789 
hypothetical protein HSPC213 339.0916 
sBI homolog 3 (DrosopWIa) 345.9855 
non-canonical ubquitin conjugatli 460.4398 
HU dass II region expressed ge 251 .7256 
ornithine decarboxylase anUzymt 421 .0592 
RuvB-like2(E.coli) 342.0841 
chromosome 2 open reading ftar 324.5321 
chromosome 20 open reading frs 278.1968 
cydin I 407.6242 
zeta-chain (TCR) associated prcr 396.0583 
ephrin-A5 357.5339 
cofaclor required for Sp1 transcri 106.0683 
pfoteasome (prosoma: macropaii 581.8818 
mesoderm development Candida- 432.735 
caspase recru'tment domain prot 425.1251 
endoplasmic reticulum chaperom 4S6JS646 
hypothetical protein HJ10876 423.9423 
ornithine decarboxylase 1 591 .3922 

empty spirades homolog 2 (Dros 531 .3866 
hypothetical protein MGC2B40 sJ 388.8682 
RNA binding motif protein 9 346.6445 
coplne I 355.3783 
U6 snRNA-assodated Sm-like pr 391.981 
caldum binding prdetn Cab45 pi 327.721 
cytochrome c oxidase subw^l VII 184.0695 
hypothetical protein FU13055 387.341 
esterase D/formylgiutalhione hyd 596.3068 
gol^ autoantigen; golgin subfam 346.1 135 
SET translocation (myeloid leuke 328.6513 
U6 snRNA-assodated Sm-llke pi 388.4486 
addudn 1 (alpha) 435.0349 
eloposlde^nduced mRNA 4513599 
nudeobindin2 296.1418 
F-box only protein 4 434 .5394 

glutamate dehydrogenase 1 380.6 
procotlagen-tysine; 2*oxoglutarat 735.8327 
mitochondrial ribosomal protein t 364.1383 
RA84A; member RAS oncogene 487.9427 
polymerase (ONA-directed): delts 513.52 
v-atri Abelson murine leukernla V 232.4636 
brain and reproductNe organ-exi 572.4849 
proteasome (prosome; macropaii 436.5895 
Sjogren's syndrome nuclear auto 368 .01 23 
P0P7 (processing of precursor; I 375.1187 
BUP protein 337.1018 
angiogenin: ribonuclease: RNasi 395.0198 
small inducitde cytokine subfanvl 201 .985 
hypotheilcal protein PR02S33 58.04051 
opsin 1 (cone pigments): short-w 1 16.5093 
staufen: RNA binding protein (Dr 417.7687 
RAB4B: mender RAS oncogene 297.3584 
ublQuilin UBF-n 431.0731 
oxidoreductase UCPA 168.7047 
stromal cell protein 469.8784 
phosphatidyiinositol glycan; dast 404.9498 
MSTP028 protein 442.9007 
nudeoporin 62kD 428.2961 
arglnyl aminopeptldase (aminopt 430.3273 
^ycoprotein; synaptic 2 480.7082 
Huntinglin interacting protein K 369.5132 
CGI-99 protein 449.089 
Mlaonbril-associated glycoprotel 19428 
inhibitor of DNA binding 3; domir 84.05787 
fatly add desaturase 2 298.4502 
coatomer protein complex: subur 409.2779 



432 478.8033 475.788 -1.09E-01 .2.57E-01 

372 480.2708 454.7764 .9J4E-02 -4.63E^1 
312 4805079 418.2868 5.4eE-02 .5.69E-01 
485 480.8661 442.0882 4.18E-01 4.32E-01 
304 481.136 361.3342 6.88E-01 2.62E-02 
379 481.1652 408.0382 4.02E-01 5.56E-02 
533 481.9461 447.6268 5.56E-01 7.02E-01 

508 482.3327 488.0851 Z01&02 9.00E-02 
224 484.4384 373.5229 2.32E-01 -8.84E-01 
351 484.44 400.3314 4.0BE-01 -5.51 E^2 
511 484.515 488.4865 4.52E-02 1.23E-01 
347 484.9919 366.9843 8.51 E-01 3.68E-01 
272 485.5671 369.1972 4.71E-01 -3.66E-01 
471 486.8945 456.0458 2.46E-01 1.98E-01 
324 489.3912 359.3416 837E'01 2.S2E-01 
482 489.6212 498.9864 -1.01 E-01 -1.22E-01 
174 489.6455 339.2885 4.67E-01 •1.02E400 

433 492.1083 472.8963 -3.75E-03 -1.88E-01 
479 492.4942 454.7336 3.27 E-01 2.87E-01 
474 494.3525 478.8243 7.73E-02 133E-02 
469 495.1656 456.7944 2.85E-01 2.06E-01 

509 495.2656 447.9021 5.47E-01 5.87E^1 
439 496.3612 42B.952 5.21E-01 3.42E-01 

538 497256 4983084 1.11E-01 224E-01 
339 497.6138 362.6669 9.83E-01 428E-01 
441 497.5839 453.1247 2.41 E-01 6.55E-02 

300 497.7767 379.9805 5.41 E-01 -1.89E-01 
458 497.8462 426.9191 6.17E-01 4.9BE-01 
453 498.3057 4093539 e.41&01 7.04&01 
354 499.6223 420.31 2.94E-01 -2.05E-01 
396 500.6282 430.7684 3.38E-01 .1.60E-03 
316 501.0718 391.4643 4.87E-01 •1.79E^1 
58.7 501.9814 222.265 2.24E+00 -8.52E^1 
399 5022082 494287 -2.12E-01 -5.45E-01 
560 502.7516 498.6205 2.16E-01 3.73E-01 
523 502.8514 483.629 2.42E-01 2.99E-01 
449 5033156 469.6418 1.41 &01 -2.46H-02 

497 504.9702 475.4325 2.52E-01 2.30E-01 
362 505.3016 486.3355 -2.27E-01 -7.07E-01 
311 505.7367 449.3322 -7.14E-02 -7.73E-01 
383 505.9804 425.9595 3.80E-01 -2.18E-02 
530 507.0674 461.1452 5.49E-01 6.12E-01 
268 508.4915 377.1688 5.17E-01 -4.09E-01 
311 508.8683 403.8183 3.77E-01 -3.36E-01 
407 5093316 414.6963 6.36&01 3.13E-01 
288 509.4504 327.1972 1.47E'K)0 6.46E^)1 
600 510.1197 465.7217 3.97E-01 3.67E-01 
102 510.5002 402.8142 >2.24E-01 -235E'f00 
560 510.6433 472.3714 S.61E-01 6.95E-01 
403 511.1477 4142142 6.37E-01 2.94E-01 
551 511.9386 483.7088 3.98E-01 5.04E-O1 
519 512.6447 488.7819 2.37E-01 234E-01 
324 5163292 4303211 1.94E-01 -4.77E-01 
238 516.7037 3493918 833E-01 -3.26E-01 
477 517.7728 476.3476 2.53E-01 1.34E-01 
303 5182525 394.0342 5.23E-01 .230E-01 
238 518.6446 497.4006 -5.05E-01 -1.63E+00 
336 520.377 406.7523 S.15E-01 -1.17E-01 
457 520.7608 4883317 9.39E-02 -9.49E-02 
431 5223153 489.0161 231E-02 •233E-01 

301 522.7624 352.0574 1.17E+00 3.73E-01 
263 523.9906 453.0588 -t28E-01 •1.12E^0 
534 526.397 498.9408 2.70E-^1 2.90E-O1 

539 526.5215 477.7167 5.17E-01 5.50E-O1 
433 526.6432 445.0255 4.89E-01 2.08E-01 
428 526.9646 430.701 6.45E-01 3.45E-01 
200 527.7882 374.4251 4.18E-01 -9.79E-01 
747 5302357 493.2272 1.39E+00 1.89E+O0 
733 531.5331 2203467 320E+00 3.36E-01 

373 532.8048 229.0786 i19E+00 -1,62E+00 

498 534.8626 483.6538 3,56E-01 2.54E-01 
346 53B.4565 393.9782 8.57E-01 2.19E-01 
472 540.8482 481.1517 3 27E-01 1.29E-01 
523 544.0864 411.9671 1.69E+00 1.63E+00 
214 546.1893 410.1503 2.17E-01 -1.13E+00 
287 546.8906 412.8095 4.34E-01 -4.99E-01 
396 549.0707 462.5636 3.10E-01 -1.63E-01 

499 550.8083 492.7531 3.63E>01 221 E-01 
477 551.8541 4862744 3.S9E-01 1.47E-01 
436 552.8489 489.9278 2.02E-01 -1.40E-O1 
480 553.5493 467.714 5.83E-01 3.78E-01 
472 554.6607 492.0453 3.05E-01 7.30E-O2 
354 . 557.055 368.553 1.52E+00 8.67E-01 
174 559313 272.6788 2.73E'K)0 1.05E+00 

• 113 559.6571 323.8122 9.07E-01 -1-40E+00 
471 560.6313 480.1571 434E-01 2.01 &01 
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DNA-damage4nduclblelranscripf 322.5942 318 565.361 401.9484 8.09E-01 .2.12&02 1 Unchanged Low 

sterol carrier protein 2 354.3674 356 569.1558 426.421 6.64E-01 5.56E-03 1 Unchanged Low 

KIAA0254 gene product 328.3511 356 569.5472 417.8592 7.95E-01 1.15E-01 1 Unchanged Low 

phosphoserine phosphatase 253.4253 220 569.9825 347.8406 1.17E400 •2.03E'O1 1 Unchanged Low 

ribosoma} protein L264{ke1 401.3897 445 572.3441 472.8205 5.12E-01 1.46E-01 1 Unchanged Low 

aldehyde dehydrogenase 9 faiidl 446252 277 579^14 434.2707 3.76E-01 •6.87E^1 1 Unchanged Low 

inorganic pyrophosphatase 488.3446 402 579.6142 469.9828 2.47E-01 -2.81 E-01 1 Unchanged Low 

winged-helix nude 407.9375 497 580.6191 495.2368 5.09E'O1 2.65E-01 1 Unchanged Low 

DC13 protein 382.8544 421 581.5421 461.731 6.03E-01 1.36E-01 1 Unchanged Low 

cydic nucleotide gated channel £ 464.0608 360 564.8035 469.6748 3.34E-01 -S.eeE-OI 1 Unchanged Low 

mymldJne kinase 1; soluble 346.7317 289 588.3101 407.8979 7.63E-01 -2.64E-01 1 Unchanged Low 

SWl/SNFrelalcd: matrix assoda 218.8831 554 590.2326 454.3734 1.43&K)0 1.34e+0O 1 Unchanged Low 

peanut-like 1 (Drosophila) 419.5269 . 410 592.2598 474.0479 4.97E-01 •3.19&02 1 Unchanged Low 

alpha ihafassemia/mental retards 309.8648 167 S94.3041 356.9983 9.40E-01 •6.93&01 1 Unchanged Low 

extraceButar matrix proleini 238.3172 335 596.1691 389.6774 1.32E400 4.89E-01 1 Unchanged Low 

dofichyl-djphosphoongosacchark 433.6719 367 598.0668 456.4028 4.64E-01 -2.39E-01 1 Unchanged Low 

smootheRn 517.4102 259 598.16 461.5158 2.09E-01 .9.44E-01 1 Unchanged Low 

hypotheUcal protein LOCS1260 609.9142 266 601.9324 499.258 -l.goE'02 -1.09E400 1 Unchanged Low 

peplldylprotyl Isomerase (cydopr 455.4301 362 603.8737 477.1895 3.76E-01 -3.62E-01 1 Undwnged Low 

HSPC002 protein 337.5615 391 604.9187 444.641 8.42E-01 2.14E-01 1 Unchanged Low 

8-oxoguanjneDNAglycosylase 330.4852 282 605.3444 4060)683 8.73E-01 •2.27E-01 1 Unchanged Low 

ORF 497.159 255 610.1121 4542076 2.9SE-01 -9.61 &01 1 Unchanged Low 

pronferatingceU nuclear antigen 332.1465 303 612.821 416.0883 8.84E-01 •I.SIE-OI 1 Unchanged Low 

dgma receptor (SR31747 Wndini 363.8609 379 615.0729 452.6168 7.57E-01 5.85E-02 1 Unchanged Low 

signal sequence receptoc alpha 226.1 S66 322 618.9554 389.0352 1.45E'K)0 5.10E-01 1 Unchanged Low 

chromosome 20 open readngfrs 221.2984 246 619.4944 362.4106 1.49E400 1.55E-01 1 Unchanged Low 

nttochondriat n^osomal protein I 284.6282 305 627 «834 405.9846 1.14E+00 I.OIE^I 1 Unchanged Low 

doilchyl-phosphate mannosyltran 285.542 431 638.6896 451.8107 1.16Et00 5.95E-01 1 Unchanged Low 

maIe-spedRclethamike1(Dro! 361.7331 394 639.7431 465.0297 823E-01 122E-01 • 1 Unchanged Low 

suppression of tumodgenltity 5 343.4117 289 643.333 425.1425 9j06E-01 •2.50E-01 1 Unchanged Low 

argin!ne-rfch: mutated in early St: 413.1582 420 656.6324 496.4892 6.68E-01 2.26E-02 1 Unchanged Low 

CDC28 protein kinase 1 296.3533 355 671.4891 440.851 1.18E+00 2.59E-01 1 Unchanged Low 

hypothetical protein M6C5363 43.30788 54.5 681.2449 259.6855 3.98E+00 3.32E-01 1 UndiangedLow 

serine hydroxynnethyltransferase 440.9652 290 685.6584 472.1838 6.37E-01 -6.05E-01 1 Unchanged Low 

androgen induced protein 268.4081 519 685.9395 491.1614 1.35E+00 9.52E-01 1 Unchanged Low 

transfomilnggrowlhfactorbetal 249.1479 327 712.3879 429.636 1.52E+00 3.94E.01 1 Unchanged Low 

sohrie earner family 12 (potassiu 3425865 426 7292688 499.9658 1.09E400 321E-01 1 Unchanged Low 

neurogranin (protein kinase Csu 330.8792 299 7362348 455.4495 1.15E+00 •1.45E-01 1 Unchanged Low 

cysteine knot superfarTily1;BMF 106.6904 151 761.0154 346.3594 2.87E-K)0 5.05E-01 1 Unchanged Low 

putaOveUDP-GalNAcrpdypeptid 346.098 251 846.4309 4812315 129E+00 -4.63E-01 1 Unchanged Low 

seledin E (endothelial adhesion 1093094 378 875.1666 454.0605 3.00E+OO 1.79E-K)0 1 Unchanged Low 

milogen-acUvaled protein kinase 98.83312 140 888.014 375.5944 3.17E+C0 5.02E.01 1 Undianged Low 

syntaxinlA(brain) 4032337 165 926.5022 498.3425 120E+00 -1.29E+00 1 Unchanged Low 

WW domain containing oxidored 3a93 19.3 129223 450.1426 5.05E+00 -1.01E+00 1 Unchanged Low 

15 kOa selenoprotein 1220.902 1110 1285.07 1205.045 7.39E-02 -1.38E-01 2 Unchanged Medium 

2;4-dienoyt CoA reductase 1;nA 469^9997 706 615.3087 5972594 3^E-01 5.B8E-ai 2 Unchanged MeiSum 

24-dehydn3Chotesterol reductase 768.0888 276 626.0195 5572677 •2.95E-01 -1.47E^0 2 Unchanged Medium 

30 kOa protein 546.352 691 614.5795 617.4113 1.70E-01 3.39E-01 2 Unchanged Medium 

5*-3'exoribonudease2 648.132 604 4302235 560.6322 -5.91 E-01 -1.03E-01 2 Unchanged Medium 

5'-nodeoUdase: cytosolic II 1040.523 1220 440.0817 900.9404 -124E+00 2.32E-01 2 Unchanged Medium 

6-phosphogluconolactonasa 524.3104 755 812.5955 697.4428 6.32E^1 527E-01 2 Unchanged Medium 

6-pyruvoytletrahydroplerin synlht 358.0591 700 517.4355 525.0184 5J1E-01 9.66E-01 2 Unchanged Medium 

adisinlegrinandmetaUoproteina 1306.754 481 445.3663 744.5037 -LSSE-KIO .1.44E400 2 Unchanged Medium 

a dtsintegrin4Ike and metalloprot 786.5151 1C60 1254.804 1033.446 6.74E-01 429E-01 2 Unchanged Medium 

accessory proteins BAP31/BAP2 985.1381 889 856.6554 843.6943 •5.85E-01 .1.48E-01 2 Unchanged Medium 

acetyl-Coenzyme A acyitransfera 849.6041 1280 1204.131 1111.329 5.03E-01 5.92E-01 2 Unchanged Medium 

add phosphatase 1: soluble 1642.968 1970 1890.909 1833204 ZOSE-OI 2.59E-01 2 Unchanged Medium 

addk:{leudne-rtch)nudearphoj 470.8575 289 835.9103 531.9498 82BE-01 -7:04E-O1 2 Unchanged Medium 

actin binding LIM proton 1351.973 393 358.779 7012899 -1.91 E+00 -1.78E-t^0O 2 Unchanged Medium 

actin related protein 2/3 complex 696.0033 513 349.0474 519.3549 -9.96Et01 •4.40E-01 2 Unchanged Medium 

aclin related protein 2/3 complex 909.0832 889 807.751 868.6913 -1.71E-01 •3.18E-02 2 Unchanged Medium 

actin related protein 2/3 complex 73^1996 619 466.1372 605.8842 -6.51E-01 -2.42E-01 2 Unchanged Medium 

acUn: gamma 2: smooth musde: 5852438 846 2095.96 1175.856 1.84E4C0 5.32E-01 2 Unchanged Medium 

AD-015 protein 947.0366 837 1259.571 1014,448 4.11E.01 .1.79E-01 2 Unchanged Medium 

adaptor-related protein complex 1104.332 532 419.4712 6852957 -1.40E+00 -1.05E+00 2 Unchanged Medium 

adaptor-related protein complex : 1286.83 1280 2285.193 1617.354 8.28E-01 -7.63E-03 2 Unchanged Medium 

adaptor-related protein complex : 679.4847 495 357.0868 510.4994 -928E-01 -4.57E-01 2 Unchanged Medium 

adenine phosphoiibosyltransfera 1885.065 852 823.8455 1190.468 -t.l9E+00 -1.13E+00 2 Unchanged Medium 

adenylate kinase 1 2404.119 399 354.3768 1052.361 .2.76E4^00 -2.59E+00 2 Unchanged Medium 

adenylate kinase 3 alpha like 75a7288 1060 662.8834 8282999 .i£5E-01 4.87E^)1 2 Unchanged Medium 

adenylosuccinate lyase 495.8874 622 518.4238 545.4304 6.41E-02 3.27E-0t 2 Uichanged Medium 

adhesion regulating molecule 1 622.3901 610 574.5888 6022578 -1.1 5E-01 -2.95E-02 2 Unchanged Medium 

ADP-nbosylaUonfaclorlGTPas 4492679 623 676.1878 582.9297 5.90E-01 4.72E-01 2 Unchanged Medium 

ADP-ribosylaUon factor 6 732.1241 818 876.9277 809.1342 2.60E-01 I.eiE-OI 2 Unchanged Medium 

ADP-ribosylaUon fador-nke 1 827.1898 1220 1141.92 1064.016 4,65E-01 5.54E-01 2 Unchanged Medium 

ADP-ribosylaUon fador-Uke 2 1751.048 1550 1871.661 1723.74 9.61E-02 -1.77E-01 2 Unchanged Medium 

AOP-ribosyiatlon factor-like 7 485.4562 598 568.6824 550.5764 2.28E4)1 3.0OE-O1 2 Unchanged Medium 

adrenergic: alpha-IB-: receptor 1433.715 1510 1335.995 1428.069 .1.02E-01 724E-02 2 Unchanged Medium 

alanyl (membrane) anfnopeplkla 9872343 222 480.1162 563.2289 .1.04E400 -2. 15E^0 2 Unchanged Medium 

aldehyde dehydrogenase 4 famil 1179.797 598 657.4315 811.7082 -8.44E-01 -9.81E-01 2 Unchanged Medium 

aldo-keto reductase family 1; ma 555.464 886 609.9901 683.9189 1.35E-01 6.74E-01 2 Unchanged Medium 

aldo-kelo reductase family 7; me» 546.409 525 748.5424 606.6855 4.54E-01 -5.74 E-02 2 Unchanged Medium 

aldolase C;fnictosc-btsphosphal 878.5714 1050 947.5062 960.156 1.09E-01 2.63E-01 2 Unchanged Medium 

alpha-adinin-2-assodaled LIM p 7762757 1070 501.1993 783.883 -6.31 E-01 4.68E-01 2 Unchanged Medium 

amino-tenninal enhancer of split 1779.707 1430 1219.695 1476218 -5.45E-01 .3.16E-01 2 Unchanged Medium 

i In osteosarcoma 658.0513 638 8022407 699.6136 226&01 •426E-02 2 Unchanged Medhim 
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amylotd beta (A4) precursor prob 762^698 
amyloid beta precursor protein bl 507^144 
andent ubIqMlous protein 1 1 1 91 .741 
ang!omotlnlike2 523.7253 
angiotensin receptor 1 1495.332 
anneadnAe 253.0936 
annexinA7 650.1591 
antl-MuBerfan homione 1 140.612 

anti^oxldanl protetn 2 {non-selent 1248.922 
APEXnudease(multifuncUonal[ 685.9854 
apoptosis rahlbltor 5 1850.534 
apoptosis related protein APR-3 662.91 22 
aquaporin 8 1475.036 
arachidonate IS^ipoacygenase: 9 826.8209 
archalnl 1291.871 
argtninosticcinale synthetase 1049.683 
ARPIadin^eiated protein Ihon 1054.286 
arsAarsentle transporter; ATP-bt 540.3448 
ART-4 protein 728.7274 
arterrin 891.7849 
arytsulfalaseA 1639.546 
asparagine syrilhelase 891.3027 
associated inotecule with the SH 660.3S22 
ataxin 2 related protein 902.4529 
ATP binding protein assodaled v 827.4646 
ATP synthase: H+ transporUng; r 625.0408 
ATPase Inhibitor precursor 776.4612 
ATPase; H* taransporting: (ysosoi 998.0597 
ATPase; H-i- transporting; lysosoi B15.707 
ATPase; Na+ZK-i- transporting: ail 1299.236 
ATP-binding cassette; sub-farruly 863.8088 
baculoviral lAP repeat-contafninf 1507.175 
BAII-assodaled protein 3 1 073.67 

bastgin (OK blood group) 603.4821 
BBWfke protein 1 816.219 
B<ett CLl^Aymphoma 9 1357.15 
BCL2/^denoyirusE1B19kOintei 763.7046 
BCU-antagonist of cell death 538.8191 
BCL2-liJie 1 2062.673 
Bicaudat D homoiog 1 (Drosoph9 654.9397 
btUverdin reductase A 490.0724 
bladder cancer assodated protei 607.9847 
tMain and nasopharyngeal cardn 1672.876 
breast cancer anti-estrogen rests 1334.88 
CAAXfaoxl 733.6876 
cadherin 1 ; type 1 : E-cadherln (e 1094.64 
cadherin 2; type 1; N-cadherin (n 337.5526 
cadherin 3; type 1; P-cadherin (p 896.8467 
calblndin 2; (29kD; calretlnin) 1 781 .1 34 
caldumand Integrin binding 1 (c 1130.551 
calmodulin 1 (phosphorytase tdni 1076.299 
calnnodulin 3 (phosphorytase tdre 902.687 
catnexin 1492.644 
calpain 2; (nVtt) large subwilt 671 .5939 
catpain; small subunlt 1 1565.935 
calponin 3: acidic 911 .495 

caplcua homofog (l>osophila} 629.021 3 
capping protein (acUn filament) n 848.0436 
carbohydrate (N-acetyf^ucosami 793.1054 
cardiotrophln l 1478.249 
cardlolFophin-lilte cytokine; neun 361.4077 
cartilage palred-ctass horr^prot 747X)317 
casein kinase 1; alpha 1 690.8551 
casein kinase 1 ; delta 951 .5238 

casein kinase 2; alpha 1 polypep 463.6062 
caspase 4; apoplosls-related cys 2013.957 
catechcl-O-methyllransferase 597 .5886 
catenin (cadherin-assodated pro 797.8639 
catenfn (cadherin-associated pro 989.252 
cathepsin D Oysosomal aspartyl t 1 253.01 
Cbp/p300-lnteractlngtransacUva- 1293.915 
CCAAT/enhancer binding proteir 882.9323 
CCAAT/enhancer binding proteir 826.9569 
CCR4*N0T transcription comple: 606.4629 
C0164 antigen; sialomucin 750.3086 
CD3E antigen: epsilon polypeptii 1808.209 
CD68 antigen 2460.227 
CD81 anUgen (target of anUprolit 1303.144 
CDC10 cell division cyde 10 hon 426.6642 
CDC37 cell division cyde 37 hon 1085.897 
CDp^Jiacylglyccrol-inositd 3-ph 241.7793 
cefl division cyde 27 1060.812 
cell division cyde 34 762.5808 
cellular retinoic add binding prot* 1226.236 
centjfn: EF-hand protein; 2 539.1633 
cerebral cavernous malfonnatlon B70.4309 



750 1117.582 876.6611 5.52E-01 -2.38E-02 
664 766.6426 679.5497 4.21E-01 1.78E-01 
1270 1022.ni 1160.442 -2J21E-01 B.61E-02 
776 568.8766 622.7291 1.19E-01 5.66E-01 
1360 1058.942 1304.886 -4.98E-01 -1.36E-01 
413 879.9474 515.5041 1.80E+00 7.08E-01 
481 420.4945 517.0979 -6.29E-01 -4.36E-01 
948 640.7156 909.S247 -8.32E-01 -2.67E-01 
1160 3067.945 1824^5 1.30E+00 >1.12E-01 
653 835.6897 718.2149 3.27E^1 -2.e5E-02 
68.4 147.4186 688.7802 -3.65E+00 -4.76E+00 
563 1426.489 890.7729 1.11E-HX) -1.86E-01 
1420 1474.307 1455.01 '7.13E-04 -5.92E-02 
607 720.2105 718.1334 -1.99E-01 -4.45E^1 
1200 1374.223 1288.649 8.92E-02 -1.07&O1 
1600 949.4689 1199.548 -1.45E-01 6.08&01 
1720 1777.944 1518.804 7.S4E-01 7.10E-01 
724 595.3348 620.0089 1.40E-01 4.23E-01 
595 509.3934 611.0757 -5.17E.01 -2.92E^1 
728 638.2018 749.363 -4.66E-01 -2.76E-01 
1230 1012.121 1294.172 ^.96E.01 -4.14E^)1 
643 1540.113 1024.719 7.89E-01 -4.72E-01 
872 729.2383 753.7548 1.43E-01 4.01E-01 
345 342.3299 530X)852 -1.40E+00 >1.39E40O 
1390 766.257 993.482 -I.IIE-OI 7.45E-01 
468 441.4691 511.6658 -5,02E-01 -4.16E-01 
1220 641.2787 878.5341 •2.76E-01 6.49E-01 
1670 1029.888 1232.91 4S3E-02 7.43E-01 
945 1081.688 947.5642 4.07E-01 2.13E-01 
517 709.0882 8413422 •8.74E-01 •1.33E'K)0 
381 606.1642 616.8957 •5.11E-01 -I.IOE^O 
1740 1945.196 1730.54 3.68E-01 2.07E-01 
983 826.6524 961.2437 -S.TTE-OI -1.27E^1 
474 865.2409 647.414 5.20E-01 -3.50E-01 
1320 914.1927 1015.173 1.64E-01 6.88E-01 
76.7 80.36541 504.741 -4.O8E+0O -4.15E+00 
548 991.4529 767.5569 3.77E-01 -4.80E^)1 
727 6035103 623u>249 1.64E-01 4.33E-01 
2510 1097.372 1890.905 -9.10E-01 2.B5E-01 
414 548.7409 539.1375 -2.55E-01 <6.63E-01 
569 51Z2807 523.696 6.39E^2 2.15E-01 
1180 1083.411 956.1289 a.33E-01 9.53E.01 
54 44.02379 590.2997 -SJZSE+OO -4.95E+00 
1300 1304.356 1312.13 -3.34E-02 wj.l4E-02 
577 1202.182 837.48 7.12E-01 .3.48E-01 
924 469.5012 835,8959 -1.1 6E+00 .2.45E-01 
540 747.1198 541.7151 1.15E+00 6.79E.01 
1200 372.3054 823.6929 -1.27E-KX) 4.22E-01 
1500 2116.438 1797.589 2.49E-01 .2.52E-01 
1320 838.3709 1098.979 -431E-01 2.26E-01 
787 983.6302 949.1389 -1.30E-01 .4.51E-0t 
464 871.1455 745.0174 -5.13E^2 -9.59E-01 
1370 1543.709 1470.4 4.85E-02 -1.19E-01 
837 549.4365 685.047 -2.90E.01 3.17E-01 
1650 1258.047 1490.643 -3.16E-01 7.36&02 
603 737.1204 750.6841 -3.08E-01 ^.9SE^1 
486 439.6052 518.1163 -5.17E-01 -3.73E-01 
684 584.7035 705.5063 -5.35E-01 -3.11E-01 
929 751.3352 824.5253 -7.eiE-02 2.28E^1 
1220 1559.477 1420.784 7.72E-02 .2.72E01 
893 489.6592 581.3157 4.38E-01 1.30E400 

596 1109.834 817.569 5.71E-01 -3.26E-01 
1150 902.9474 914.9218 3.86E-01 7.36&>01 
1160 1111.571 1073.796 2.24&01 2.64E-01 

597 461.8036 513.9702 -8.66E-02 3.03EO1 
2460 1017.425 1831.485 -9.85E-01 2.90E-01 
1170 1268.869 1046.831 8.63E-01 7.51E-01 

717 810.257 774.9896 2.22E-02 -1.54E-01 
1290 1103.619 1121.277 1.87E-01 4.14E-01 
947 1133.879 1111.314 -1.44E^1 -4.04E-01 
1600 2245.133 1711.366 7.95E-01 3,02E^1 
884 1045.45 937.3612 2.44E-01 1.26E-03 
1160 1584.869 1191.643 9.38E-01 4.92E-01 
851 692.4535 716.7046 1.91 E-01 4.e9E'<J1 
570 673.7234 654.5986 -1.55E-01 -3.97E-01 
1410 2643.721 1953.844 5.48E.01 .3.S9E^1 
1100 1293.981 1617.566 •9.27E-01 •1.16E+00 
938 1598.276 1279.761 2.95E-01 -4.75E^1 
443 751.3623 540.3444 8.16E-01 5.42E.02 
1050 1336.155 1168.574 2.99E-01 -4.35E-02 
1180 311.7422 579.4931 3.67E-01 2.29E+00 
1470 1469.824 1334.733 4.7CE-01 4.74E.01 
1300 766.6843 942.0784 7.74E-03 7.65E-01 
803 1350.177 1125.373 1.39E-01 -6.11E-01 
672 676.6582 629.3345 328E-01 3.18E-05 
631 723.1482 741.4654 -2.67E.01 -4.64E.01 



2 Unchanged Medium 
2 Uhchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Uncharrged Medium 
2 Ur^anged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Und^ged Medium 
2 Unchanged Medtimi 
2 Unchanged Medium 
2 Unchanged Medimt 
2 Unchanged Medium 
2 Undianged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Mecfium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchariged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Mediwn 
2 (Aichanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Me<fium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medum 
2 Unchanged Medium 
2 Unchanged Metfium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Und>anged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged (\tedium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
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wo 03/102171 



PCT/US03yi6096 



015183 

Q9Y2Z5 
Q9Y3C3 
Q9Y3O0 
Q9Y3E5 
Q9Y3E8 
Q9Y320 
Q9Y357 
Q9Y360 
Q9Y512 
Q9Y390 
P40227 



Q9UBR5 
Q9UHN0 
P5410S 
Q14781 
QSBXS4 
Q9NPA0 
Q9UKR5 
P56378 
095433 
Q9NV31 
Q9NVE2 
Q9UI05 
Q9P0A7 
Q9y3B1 
Q9BQB9 
096058 
Q9Y5Z4 
000610 
P56749 
043809 
096005 
01 6740 

pssoas 

P13726 
Q9Y678 
Q15363 
043513 
09Y281 
P04141 
P02745 
P29279 
043191 
099627 
015387 
Q9ULV4 
QSBR76 
014061 
Q9Y6B2 
QgNY66 
P24385 
Q9MXT4 
PO1034 
015828 
P01038 
P52943 
P13498 
P00167 
POOOOl 
P10606 
P08574 
099426 
007065 
Q1503B 
Q9H2L4 
Q9NPA8 

060231 

Q9GZR7 

P17844 

008211 

Q9UJV9 

P513g8 

Q13437 

060735 

016654 

Q9Y295 

P00387 

Q9UHY9 

P36957 

099075 

Q9UFN1 

095882 

Q9Y269 

Q9NWE3 



B12cd3 
D07ef2 
JOSeC 
JlleC 
J17ef2 
C08el2 
A19ef2 
PISefl 
A10ef2 
B04ef3 
K21ef2 
N20ab4 
H07c(l6 
I23er4 
NOSefA 
L07ef5 
F09€f1 
K12cd5 
H07gh4 
G14cd7 
M16cd5 
B22cd7 
J23gh3 
D09gh3 
L04gh4 
M09em 
H22ef1 
C0lQh8 
J19gh7 
K12ef3 
I12cd5 
F04cd7 
M15cd7 
605ab4 
E20cd4 
024ab5 
805ab4 
D14efB 
M11ef3 
N06cd4 
Nl8cd8 
G22gh6 
L06ef1 
I16ab4 
B02cd3 
C01cd7 
G21cd7 
K18ef3 
n4flh7 
B22cd5 
E02efa 
COSgM 
O04ef5 
KD9gh2 
I11ab6 
I13ab4 
C02ab6 
I05ab4 
618ab3 
C04ab6 
N24gh6 
I24gh6 
PlOabS 
C17gh1 
G13od7 
L13eO 
B18gb8 
G22gh7 
Ht3cd3 
E02gh4 
F04ab4 
M03ab4 
D0Bef2 
G18ef6 
G22cd4 
O06cd6 
M06ab5 
H04ab8 
F09ab3 
I08€f2 
C06ab6 
M12ef7 
H10gh6 
C13efe 
C07ef8 
J11ef8 



COG triplet repeat binding prate) 
CGWS protein 
CGM20 protein 



CGl-128 protein 
C6M47 protein 
C6M50 protein 
C6M1 protein 
CGMO protein 
CGM5 protein 
CGl-^l protein 
C6l-ei protein 

diaperonin containing TCPl; sul 
chaperonin containing TCPl; sat 
chemokJne-lilce factor 1 
chemoklne-l/ke factor f 
cWorfde channel: nudeolide-sen: 
chronxjbox homolog 2 (Pc dass I 
dwauosome 1 open reading frar 
chromosome 11 hypottiettcal pm 
chromosome 14 open reading fiz 
chromosome 14 open reading Irs 
chromosome 14 open reading 
chromosome 15 open reading frs 
chromosome 2 open reading frar 
chramosome 20 open reading fra 
chromosome 20 open reading frs 
chromosome 20 open reading 
chromosome 20 open reatflng frs 
chromosome 6 open reading frar 
chromosome 6 open reading frar 
dalhrin: heavy polypepade (He) 
claud!in 12 

cleavage and polyadenyiatlon sp 
clefl lip and palate associated tra 
apP caseinolylic protease; ATP- 
coagulation factor II (Ihfwnbln) n 
coagulation factor III Ohrombopla 
coat protein gamma-cop 
coated veslde membrane proleir 
cofactor required for Spl ^scri 
cofinn 2 (rrusde) 
cdony stimulaUng factor 2 (gram 
conplernenl component 1; q sub 
connective tissue growth fador 
COPS constituUve photomofpho^ 
COPS homolog 

C0P9 subunit 6 (MOV34 homolo 
coTOTln; adin binding protein; IC 
corortn: adMlm^ng protein; IE 
00X17 homolog: cytochrome c c 
CREBBP/EP300 inhibitory protei 
CTI2 gene 

cydln Dt (PRAD1 : parathyroid a> 
cycBnM2 

cyslaUn C (am^d angiopathy a 
cystaUnErtyfl 
cystaUnS 

cysleine-rich protein 2 
cytochrome b-245; dpha poiypep 
cytochrome b-5 
C)4ochromec 

cytochrome c oxidase sutumil Vb 
cytochrome c-1 

cytoslteleton-assoclaled protein ' 
cyioskeleton-assodated proleb * 
DAZ associated protein 2 
DC32 

DC6 protein 

DEAD/H (Asp-Glu-Ala-Asp/His) t 
DEAD/H (Asp-Glu-Ala-AspWis) t 
OEAD/H (Asp-Gfu-Afa-Aspft^ls) t 
DEAD/H (Asp-Gli*.Ala-Asp/Hjs) t 
DEAD^jox protein abstrakt 
death assodated prolan 3 
Deleted in split-hand/spfit-foot 1 1 
dendritic cell prolan 
deoxyguanosine kinase 
developnfientally regulated GTP I 
(^orase (MAOH) {cytochrone 
dlcarbonyiyt^xyiulose reductase 
dihydrolipoamide S-sucdnyllians 
diphtheria toxin receptor (heparir 
0KF2P564Bt47 protein 
DKF2P564C1940 protein 
DKFZP564M082 protein 
DKF2P566C243 protein 



402.949 
721.6709 
1229.537 
1592.767 
532.425 
785^76 
745.0314 
817.7272 
788X567 
967.3508 
1391^ 
1011.613 
1190.644 
1047.63 
1568.851 
471.0775 
795.873 
874.0189 
998.8577 
1181562 
503.5233 
656.1775 
853.8367 
648.49 
2518.951 
581 .9098 
1691.684 
1460.875 
1254.647 
915^18 
1639.759 
2262.278 
640J2301 
1353.338 
625^711 
829.7537 
1079.841 
815.7993 
706.3054 
591.8619 
671.9394 
116.2139 
683.4431 
596.4123 
855.8616 
788.2297 
590.9973 
1594.037 
708.5653 
889.1581 
946.9513 
1381.821 
1214.611 
1560.659 
1087.127 
967,1669 
1261.605 
874.1939 
708.9954 
2187.128 
547.6708 
1384.01 
667.3346 
560.9411 
602.5101 
808.0755 
408.0427 
944.3094 
753.8815 
803.42 
1482.642 
907.8859 
976.8378 
920.3044 
1565JJ44 
858.6375 
858.1918 
736.3768 
1402.134 
544.2125 
625.9037 
721.8431 
966.5927 
941.4076 
675.8991 
419.5607 



610 
674 
1360 
2370 
788 
924 
932 



914 
859 
802 
436 
1080 
1600 
2030 
487 
749 
1370 
834 
1160 



832 
671 
2140 
1080 
1230 
952 
1060 
983 
1210 
2480 
503 
1170 
528 
979 
880 
738 
804 
481 
270 
1280 
1650 
537 
1030 
968 
382 
1200 
1080 
1440 
1030 
804 
2150 
1720 
970 
2790 
466 
499 
lOSO 
1480 
442 
2100 
443 
684 
575 



883.3283 
1177.641 
2124.304 
2011.685 
567.0634 
77a0449 
703.7829 
418.6337 
796.6229 
1045.638 
1140.01 
592.4944 
1548.874 
1059.437 
1237.728 
640.6655 
713.815 
904.3066 
858.734 
1285.11 
890.9975 
438.9755 
861.2221 
468.6352 
1201X151 
1200.665 
7837799 
1221.732 
480.9999 
372.3119 
1437.44 
1233.472 
683.3467 
1394.845 
475.0848 
392.7495 
442.6212 
1009,756 
870.2118 
798.6706 
1093.534 
165.718 
798.2366 
1071.517 
130Z334 
1195.497 
528.5041 
1362.545 
690.8568 



63Z0808 
857.6492 
1572.302 
1992.502 
6293057 
829.1205 
793.4541 
668.441 
832J2061 
957.4201 
1111.152 
679.9043 
1274.983 
1303.992 
1611J43 
532.8217 
753.0305 
1050.603 
8973389 
1207.747 
694.8486 
552.8428 
848.9729 



1952.881 
954.524 
1235.108 
1211.641 
940.0036 
758.6366 
1427.503 
199Z755 
608.9825 
1304.597 
543.0357 
734 
800.9723 
854.5161 
793.5589 
623.9284 



702 

1570 
873 
984 

1440 
658 

1230 
981 

1500 
502 
885 
634 

1030 
740 
713 
638 
947 
885 

1110 

770 



1968.725 
788.5002 
1100.478 
1582.768 
1366.396 
451.3932 
1069.756 
1277.819 
3593156 
1034.311 
517.6125 
2087.456 
441.6771 
777.3269 
1785.415 
564.7611 
780.2878 
1514.164 
799.6561 
774.3765 
1670.104 
907.4343 
870.3672 
814.3518 
1721.872 
4673432 
989.3038 
860.7023 
1435.74 
938.7807 
393.7165 
197.117 
1469.105 
804339 
1206.543 
6253483 



522.783 
1042.465 
734.8489 
1062.925 
984.0634 
533.8251 
1385.639 
827.7864 
1026374 
1323308 
991.4995 
1486.769 
1620.99 
1134.612 
1404.267 
932.4892 
883.82 
707.7483 
1565.893 
502.4786 
1851225 
517.4383 
673.9633 
987.5887 
754.4305 
630.0414 
1342.189 
808.7915 
854.0965 
1530.749 
824.2193 
1024.437 
905.1904 
1596.672 



9103082 
676.9267 
1290393 
741.1 
577.6196 
518.9525 
1127.658 
8703185 
996.4411 
605j084 



1.13EW 
7.06E'01 
7.89E-01 
337&01 
9.09E-02 
-133E-02 
^.22&02 
•936E-01 
133&02 
1.12E^1 
-238E-01 
-7.72E-01 
3.79E-01 
132E-02 
•3.42e^)l 
4.44E^>1 
•1.57E-01 
431E-02 
-2.18E-01 
1.21 E-01 
833E-01 
-5.80E-01 
1.24E-02 
-4.69E-01 
•lX)7E+00 
1.04E400 
-1.1 1E^ 
-2.58E-01 
-138E+00 
-130EK)0 
-130E-01 
•e.7SE-01 
9.40&02 
4.36E-02 
-3.98E-01 
-1.08E+00 
-1.29E+00 
3.08E-01 
3.01E.01 
433&01 
7.03E-01 
5.12E-01 
2.24E-01 
8.45E-0t 
6.06E<01 
6.01E-O1 
8.88E-02 
-2J26E-01 
-3.65E-02 
-2.54E-01 
l,07E+00 
-8.09E-01 
-1.42E-01 
2.03E-02 
3.57E-01 
-1.10E400 
'2.38E-01 
5.4eE-01 
-9.81 E-01 
-1.08E+00 
-8.14E-02 
6.14E-01 
-5.97E-01 
4.71E-01 
1.57E+00 
-5.17E-01 
935E-01 
6.81 E-01 
8.50E-02 
-5.31 E-02 
1.72E-01 
-2.41E^)4 
-1.66E.01 
-1.76E^)1 
1.37E-01 
•a78E-01 
2.05E-01 
•1.56E-01 
3.42E-02 
737E-01 
-6.69E-01 
-137E*00 
6.04E-01 
•2.26E-01 
a38E-01 
5.nE-01 



5.98E-01 
-9.94E-02 
149E-01 
5,75E-01 
5.66E-01 
235E-01 
3.22E-01 
•a37&Q2 
2.17E^1 
-1.71E-01 
-7.96E-01 
-1.22E+00 
-133E-01 
7.85E^1 
3.70E-01 
430E-02 
-8.68E-Q2 
6.52E-01 
-2.60E4)1 
-3.1 8E^ 
4.55E-01 
•2.20E^1 
•3.768-02 
4.96E-02 
•2.36E-01 
8.93E-01 
-4.e0£-01 
-6.17E-01 
-2.10&01 
1.10&01 
-4.44E-01 
134E-01 
-3.47E^1 
-2.15E-01 
-2.45E.01 
239E-01 
-234E-01 
-1.45E-01 
138E-01 
-2.99E-01 
.1.31E400 
3.47E+00 
137E+00 
-1.52E-01 
2.68E-01 
2.97&01 
•6.30E-01 
.4.09e4)1 
6.13E-01 
7.00E-01 
1.27E-01 
-7.81 E-OI 
a.21E-01 
1.40E-01 
-137E-01 
133E^ 
-1.44E+00 
-8.08E-01 
5.73E-01 
•5.67E-01 
-3.09E-Ot 
6.24E-01 
-533E-01 
235E-01 
-e.78E^)2 
1.40E.01 
7.82E-01 
7.32E-01 
2.11E-01 
2.83E'01 
■4.26E^ 
-435E-01 
3.28E-01 
9.20E-O2 
-5.88E-02 
-7.75E-01 
4.43E-02 
'2.17E-01 
-4.40E-01 
4.44E-01 
1.68E-01 
-1.78E-01 
-2.91 E-02 
•1.22E-01 
7.17E-01 
8.76E^1 



2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medhvn 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Metfium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 iJnchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged MecBum 
2 Unchanged Medium 
2 Undtanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Mecfium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchai^d Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged MlnSum 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 l/nchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
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Q9H6Y7 


H04gh6 


Q9YaX0 


P23efa 


060762 


G19cd4 


P53e05 


BllabS 


013597 


N13ef3 


Q9C005 


JOSghS 


013448 


J03cd6 


Q9UHF9 


K01ef4 


PS1452 


N22db4 


Q14203 


A13ab6 


Q13561 


D19cd6 


Q13409 


I16ef1 


009472 


CiaaM 




D20gh8 


P78385 


N19ab4 


099848 


611cd7 


Q12805 


A21db6 


Q9Y613 


D21cd8 


Q15717 


C048b4 


P13804 


r24ab3 


014247 


K17efB 


P42892 


021ab4 


P30084 


A17ab6 


P07099 


I20ab3 


P29692 


H04abS 


P20042 


L05cd4 


P41091 


A20ab4 


Q9S813 


L16cd3 


P7a344 


C02al)4 


P23588 


A24ab4 


013541 


C03ab5 


013542 


A19ab6 


O60S73 


GIBcdS 


016394 


K02ab3 


P37268 


C17ab6 


P5S899 


L22ab5 


09UK73 


P05ef3 


P21333 


614ab4 


P26885 


P07ab4 


013451 


F15ab4 


095633 


M01cd6 


P15407 


A20cd4 


014192 


G02at>4 


QSNZAO 


N17gh6 


P35637 


P19ab4 




E21gh7 


09YG53 


B02od5 


09H1CO 


E18gM 


P15170 


L13ab4 


095166 


D09cd7 


008765 


021 cd7 


PI 6278 


O05ef1 


P78537 


J23ab4 


P31150 


F143b4 


P06396 


B23ab3 


PS2657 
000403 


E03ab6 
FOSefe 


P4806O 


I23cd7 


P06744 


B19ab3 


P30101 


G13ab5 


043836 


t22ef1 


P15104 


H22ab5 


006210 


A23db5 


Q9Y3D4 


M19ef2 


09Y2Q3 


C24ef2 


P4B637 


D01ab3 


P7B417 


E20cd5 


P49840 


J14ef4 


PI 3224 


F23ab3 


Q9UBQ7 


L08cd7 


Q9P2T1 


C02ef2 


Q»l4Afi 


I04gh5 


P28799 


B193b5 


014393 


H10ab3 


P29354 


H06ei5 


014451 


O20ab4 


Q9Y6G2 


E04el6 


P04899 


J09ab4 


PI 1016 


M13ef5 


Q13905 


G09ab6 


016774 


L16ab3 


Q9Y649 


K16er4 


PO7305 


G13ab6 


075367 


M14cd5 


P17317 


C24ab6 


P02276 


M16g|i6 



DKF2P566H073 protein 1390.389 
DKFZP5B&M1019 pfOleln 588^603 
dollctiyl-phosphatefnannosyltran 407^)059 
Down syndrome critteal region g( 370.0907 
downregulatedJn ovarian cancer 594.6931 
dpy-30-«ke proldn 810.4585 
DRI-assoctated protein 1 (negali 1240.359 
du3lo}ddBse2 1146.14 
dua) spedndty phosphatase 3 (v 649.68 13 
dynactin 1 (pISO; glued homolog 507.5942 
dynactin 2 (p50) 1S6S.567 
dyneln; cytoplasmic; InteimedlaU 793.3207 
E1A binding pmlein p300 1496.409 
EAF1 proldn 642.1587 
earty developmenl regidalor 2 (p 894.3715 
EBMA1 binding proldn 2 977.867 1 

EGF-contalning fibulin-like extrat 1 002.82 
EH domaln-binding miotic phosF 736.6984 
ELAV {embryonic lethal; abnorm 650.8493 
etectron-transfer-ltavoprotein:alF 918.8391 
emsl sequence (mammary lumoi 1135.188 
endolheJin convedlng enzyme 1 602.4294 
enoyi Coenzyme A hydralase; sh 802.31 14 
epCHcide hydrolase 1 ; mlcrDSomal 1231 .48 
eukaiyoQc Iranstaiion dongaUon 1329.756 
eukaryotic translation tnlGalion fa 1489.433 
eukaryotic translation IniUatlon fa 742.5843 
eukaryotic translation irtitiaUon ^ 1140.022 
eukaryotic translation Initiation 1562.952 
eukaryotic translation tnillallon fa 1343.019 
eiikaryoUciranslallon initiation Ea 1655.926 
eukaryotic IranslaUonlnQlaDon fa 1620.111 
eukaryoUclranslalion initiation fa 799.7789 
exostoses (multiple) 1 513.7526 
famesyl-diphosphate Jamesyttrai 726.0862 
Fc fragment of IgG; receptor, trai 450.B629 
fem-1 homotog b (C. elegans) 548.2577 
niamin A; alpha (acttn binding pn 946.0465 
FKSOebindrng protein 2 (13kD) 814.6357 
FK506 binding pralein 5 1368.905 
fbllistaUn-like3(secfetedgfycopr 1312.174 
FOS-tike antigen 1 1696.135 
four and a half LiM domains 2 309.9219 
fuse-tending protetn-inleracting r> 924.2347 
fusion: derived from t( 12:16) mall 866.3996 
FXYD domain-containing ton trar 942.6126 
G protein-coupled receptor 56 201 0.489 
G proteliv^oupled receptor 92 712.1 007 
G1 to S phase Iranstfkm 1 2042.425 
GABA(A}receptor-a5Sodatedpn 1280.495 
GABA{A) receptor-assodated pn 124 1 .27 
galactosidase: beta 1 539.4222 
GCNS general control of aminos 813.3309 
GDP dissociation Inhibitor 1 633.51 57 
gelsoltn {amyloidosis; Rnnlsh lyp 330.1567 
general transcription factor tIA; 2 538.6557 
general transcription factor US 500.4565 
glioma palhogenesls-relaled prol 676.4844 
glucose phosphate isomerase 900.9772 
glucose regulated protein; 5^0 170S.658 
glutamate receptor; lonotropic; N 1729.777 
gtutamale-ammonta llgase {gluta 1 170.59 
glutarrine-lructose-6-phosphate t 869.494 
glUtaredoxin 2 888.5406 
glutathione S-transferasesubunir 841.3959 
glulalhlone synthetase 650.8496 
glutalhione-S-transferase like; gb 1983.626 
glycogen synthase kinase 3 alph' 1057.368 
glycoprotein lb (platelet): beta pc 487.4684 
giyoxylate reductase/hydroxypyn 947.0262 
GMPR2 for guanosine monophoi 762.0 1 26 
golgi phosphoproteln 3 (ooal-pra 1027.603 
granulin 1811.298 
growth an^est-specific 6 484.489 
grovtrth factor receptor-bound pro 721.6894 
growth factor receptor-bound pro 712.3296 
growtrth hormone ifKiudble Iransn 1289.256 
guanine nudeolide binding prote 860.9208 
guanine nucleotide binding prote 756.629 
guanine nudeoUde-releasing fac 410.0949 
guanytate kinase 1 968.5867 
GW1 28 protein 1 663.305 

HI histone family; member 0 1 780.353 
H2A histone family; member Y 1 065.31 1 
H2A histone family; member Z 591 .0013 
H2B histone farrily; cnenber G 566.8773 



1480 1191.195 1352.292 -2.23E-01 8.S5e-02 
505 672.4872 588.5767 1.93E-01 -2.21 E-01 
581 605.8353 531.3373 5.74E-01 5.14E-01 
663 511.9248 515.0794 4.68E-01 8.42E-01 
693 623.702 635.966 6.87E-02 2.20E-01 

1210 1174.001 1064.132 5.35E-01 S.76&01 

1140 2382.895 1586.247 9.42E-01 -1.27&01 
648 316.6462 703.5318 •1.B6E+00 -8.23E-01 
605 473.5652 576.1845 -4.56E-01 -1.02E-01 
529 623.6948 583.5576 2.97E-01 6.06E-02 

1380 1173.024 1372.261 -4.16E-01 -1.B4E.01 
604 464.9675 620.6506 •7.71E-01 -3.94E«1 

2120 1342.944 1651.644 •1.56E-01 5.00E-01 
652 469.6834 588.0816 ^.51E-01 2.2eE-02 

1070 761.5923 907.5945 -2.32E-01 2.54E-01 
611 818.5583 802.3778 -2.56E-01 -6.79E-01 
332 458.9563 597.7763 -I.ISE+CO -1.60E+00 
500 629.1845 621.9752 -2.28E^1 -5.60E-O1 
800 843.4463 831.3485 •1.26E42 •8.94E-02 
545 5292866 664.3533 -7.96E-01 -7.54E-01 

1050 1002.084 1063.9 -1.80E-01 -1.06E-O1 

799 809.7071 737.1982 4.27&01 4-08E-01 
1210 741.2226 917.9548 -1.14E-01 5.93E-01 
1840 1198.169 1424.661 •3.95E-02 5.83E-01 

744 1110.87 1061.631 -2.59E-01 -8.37E-01 
603 956.276 1016J24 •6.3gE-01 •1.30E^0 
474 478.7249 565.2535 •6.33E-01 <6.46E-01 
853 998.7488 997J2011 -1.91E-01 -4.19E.01 
1520 1177.845 1419.665 •4.08E^1 -4.19E^2 
1010 1125.825 1160.559 -254E-01 -4.07E-O1 
1050 2293J236 1669.873 4.70E-01 -6.43E^1 
1850 1663.197 1712.605 3.79E'02 1.9SE-01 
883 819.3679 833.9147 3.49E-02 1.42E-01 

428 813.2693 584.9471 6.63&01 •2.64E-01 
455 649.0518 610.2023 •1.62&01 -6.73E-01 
771 476.1039 566.0193 7,86E-02 7.74E-01 
547 530.801 541.9489 -4.67E-02 •3.93E-03 
675 1277.458 966.2982 4.33E-01 .4.86E-01 
610 661.4593 662.0387 -3.01E-01 -6.76e-01 

1110 812.8568 1097.248 -7.50E-01 -2-98E-01 
1280 1092.99 1227.557 -2.64E-01 -3.e6E-02 
1350 1218.491 1421.01 -4.77£^1 -3.31 E-01 
591 1210.635 703.7424 1.87Et00 9.30&01 
911 1110.468 981.791 2.65E-01 •2.13E-02 
654 1159.792 893.3381 4.21E-01 -4.05E-O1 
1060 802.8679 935.6666 -2.326-01 t.71E-01 
2160 1501.617 1889.081 «4.21E-01 1.00E-O1 
750 719.7999 727.2869 1.55E-02 7.47E-02 
1410 1109.721 1521.226 -8.80E.01 -5.33EK)1 
2210 1227 J78 1572.36 -6.11E^)2 7.87E-01 
1130 91B.B337 1095.839 -4.34&01 >1.39&01 

800 656.0518 665.3025 2.a2&01 5.69E-01 
637 919.5196 790.0409 1.77E-01 •3.52E-01 
894 640.108 722.7008 1.47E-02 4.97E-01 
577 633.2269 513.4286 9.40E-01 8.05E-O1 
685 700.1857 641.1721 3.78E-01 3.46E-01 
791 454.8328 582.2035 -1.38E-01 5.61 E-01 
692 752.7928 707Ji232 1.54E-01 3.35E-02 
553 726.4749 726.7688 -3.11 E-01 <7.05E-O1 

1250 2220.105 1726.668 3.78E-01 .4.50E-O1 
1890 1655.131 1758.853 -6.36E-02 1.29E-01 
1040 1180.088 1130.151 1.17E-02 -171E.01 
600 863.157 777.6585 -1.06E-02 -5.34E-01 
894 1099.209 960.4756 3.07E-01 8.32E-03 
346 414.7892 533.6957 -1 .02EH)0 -1 .28E^00 

429 488.6663 522.9685 •4.13E-01 -6.00E-01 
2020 1805.489 1937.888 •1.36E4)1 2.95E-02 
1460 1247J16 1254.087 2.39E-01 4.63E-01 

530 653.4727 557.0977 423E-01 1.22E-01 
977 997.593 973.9926 7.50E-02 4.55E-02 
1070 817.0496 882.4154 1.01E-01 4.B7E-01 
1210 1209.783 1148.94 2,35E-01 2.35E-01 
1750 1238.745 1532.188 -3.79E-01 1.16E-01 
563 739.1661 595.5619 6.09E-01 2.17E-01 
854 ee3J0587 746.3732 -1.22E-01 2.44&01 
846 636.6962 731.6029 -1.61 E-01 2.47E-01 
1020 974.253 1093.42 -4.04E-01 -3.43E-01 
1390 1748.649 1334.01 1.02EH>0 6.94E-01 
773 836.6295 769.4586 1.41E-01 2.73E-02 
569 535.1889 504.61 3.848-01 4.71 E-01 
1340 975.8911 1095.957 1.0BE-02 4.72E-0t 
2420 1834.174 1971.464 1.41 E-01 5.39E-01 
1870 1746.555 1797.448 -2.77E-02 6.73E-02 
837 455.5967 786.0181 .1.23E+O0 .3.48E-01 
461 1570.489 874.2269 1.41E«00 -3.58E-01 
852 684.6287 707.973 2.22E-01 S.38E-01 



2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Und^ged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchartged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged MecBum 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged MecSum 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Metfium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged MecBum 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Undianged MecBum 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unch^ged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Undianged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 lAKhanged Medfum 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Uichanged Medium 
2 Unchanged Medium 
2 Unchanged Medium 
2 Unchanged Metflum 
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HCF-blndlnglranscflp«onfador. 8573143 
heart and neural cresi derivative! 705^163 
heal shock BOkDproldnl (chap* 1693^ 
heat shock 70kD protein 4 1402^ 
heal shock 90kD protein 1; alpha 2405.793 
heal shock 90kD protein 1 ; beta 2781 .462 
heal shock factor binding prolan 1132.126 
heme-regu!aled tnlUatlon factor 2 4132841 
hemoglobin; thela 1 702.445 
hepaBUsB virus xtnteracUng pro 1008.655 
hepaUSsC virus cora4ilnding pre 676.7297 
hepalomaHferlved growth factor I 894.1008 
heterogeneous nuclear ribonude 943;3857 
heterogeneous nuclear ribonude 906.986 
heterogeneous nudear ribonude 1 021 .87 
heterogeneous nudear ribonude 747.5309 
heterogeneous ruidear ribonude 1057.699 
heterogeneous nudear ribonude 1902^9 
heterogeneous nudear ribonude 847.6967 
heterogeneous nudear ribonude 725J651 
NstkJyI-lRNA synthetase 5555578 
histone deacetylase 6 685.5336 
HLA-B associated transcript 1 681 .4666 
HWT1 hnRNP methyl transferase- 890.1184 
homolog of yeast MAFI 744.9951 
hoslcdltadorCl (VP16-access 583.7470 



HSt binding protein 
HSPC003 protein 
HSPC009 protein 
HSPC022 protein 
HSPC023 proton 
HSPC1 25 prolan 
HSPC141 protein 
HSPC160 protein 
HSPC163 protein 
HSPC166 prot^ 
HSPC034 protein 
HTGN29 protein 



1482.068 
620.7783 
1507-005 
453.0964 
825.3888 
558.8905 
717.9096 
1182.006 
601.5204 
508.2074 
569.9533 
1276.132 



hydroxyacyl glulalhione hydrolas 511.3412 
hydroxyacyl-Coenzyme A dehydi 1814.498 
hydroxyacyl-Coenzyme A dehydi 539.2691 

hypermelhylated in cancer 1 91 8.3678 
hyperpolarizalionacDvaledcydic 676.9289 

hypotheOca) gene ZDS2F10 727.4433 
hypothetical protein 
hypothetical protein O40 
hypothetical protein CAB56184 
hypothetical protein CL25022 
hypotheUcal protein DJ328E1 9.C 1 1 19.481 

hypotheUcal protein DKFZp564K 1287.049 

hypolhetical protein FU10099 754.9838 
hypothetical protein FIJI 0211 
hypothetical protein FLJ10297 
hypothetical protein FU10374 
hypotheUcal protein FU10420 
hypotheUcal protein FU 10815 
hypothetical protein FU12681 
hypottieUcal protein FU12eOO 
hypotheUcal protein FLI14868 
hypolhetical protein FU20113 
hypotheUcal protein FU20234 
hypotheUcal protein FU20309 
hypottieUcal protein FLJ20419 
hypotheUcal protein FLJ20552 
h)^ofheUcal protein FLJ20508 
hypothetical protein FU20739 

hypotheUcal protein FU21044 si 551.5395 

hypothetical protein FU21 952 425.31 52 

hypotheUcal protein FU22548 si 1394.825 

hypothetical protein HSA01191S 1310.097 

hypothetical protein HSPC014 1668.101 

hypotheUcal protein HSPC138 666.1 765 

hypothetical protein HSPC148 916.5214 

hypomeUcal protein HSPC155 1031 .658 

hypolhelical protein HSPC194 1336.172 

hypotheUcal protein HSPC1 96 280.0356 

hypothetical protein LOC51061 777.5591 

hypolheOcal protein L0C51234 1224.056 

hypotheUcal protein LOC51248 376.6259 

hypotheUcal protein L0C51 255 1 301 .286 

hypoUietical protein LOC51256 540.326 

hypotheUcal protein LOC51 323 500.1582 

hypotheUcal protein LOC5701 9 663.8685 

hypotheUcal pr olein MGC:5244; 569.8855 

hypotheUcal protein MGC2594 1446.395 

hypothetical protein MGC2747 527^287 



1188.199 
657.2427 
432.491 
1675.198 



492.5962 
772.0358 
756.2846 

437.615 
1402.842 
446.1454 
1058.023 
70Z1841 
1503.987 
643.4985 
617.1482 
938.8956 
1366.306 
980.6383 

381.202 



717 501.7268 
612 621.033 

1020 1276.41 
1610 1042.113 
1430 1512.258 
1950 979.1145 
1300 1081.748 
659 576.3971 
484 7692336 
1340 949.0116 
620 473.9328 
1170 490.7456 
870 1065597 
944 1143.552 
1010 1584.855 

718 1059J49 
1990 1646.172 
1280 1517.274 

667 884.4978 
569 858.2829 
565 424.3904 
407 695.1552 

604 921.7532 
836 1209.872 
921 1013.86 
580 735.1691 

1490 2425J18 
1010 625.6574 
1720 1784.568 
733 326.4215 
1310 1347.488 
, 602 043.0953 
1700 1519292 
1070 545.8523 
1410 1148.378 
921 523.3806 
628 797.4819 
1470 1639.451 
676 407.0538 
1770 1617.578 
890 1218.105 
904 1008.759 
688 520.6835 

605 223.8014 
1490 1593.015 

614 506.0272 
695 601.25 
2070 1477523 
935 1005.691 
1080 1145.302 
758 710.8818 
551 601.7235 
844 620.8513 
543 467.9722 
362.923 
598.595 
657 593.5606 
775 1421.894 
684 1117,168 
1520 1545.141 
877 178.0291 
1420 758J)334 
825 981.6359 
180O 1533.352 
915 9072393 
593 689.893 

708 585.1487 
396 679.1125 

1220 530.5648 
1040 1485.684 
1530 1243.802 

521 643.5979 
1450 1133.279 
1330 6622481 
1570 1957.055 

644 672.086 

709 551.8354 
1290 1457.544 

933 1014.441 
2190 1904375 
374 604.1319 
715 506.8479 
644 680.7704 
436 73i9891 
2460 1354566 
679 677.2851 
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725.1835 -5.11E-01 -259E-01 
646.3401 -1.84&01 .^04E-01 
1330235 •4.0BE-01 -730E-O1 
1352283 ^28&01 ^01E■01 
1783J374 -6.70E-01 .7.48E-01 
1903.993 -151 E+OO -S.IIE-OI 
1171256 -557E-02 1.99E-01 
5495035 4.80E^1 6.73E-0t 
651.9692 1.31 E^l -5.37E-01 
.1097.672 -8.79E^2 4.05E-01 
590.1783 -5.14&01 -127E-01 
850.7213 .8.6^-01 3.85E-01 
959.787 1.76&01 .1.16E>01 
998.1703 3.34E-01 5.77E-02 
1206298 B33E-01 -1.38E-02 
841.6601 5.03E-01 -5.79E-02 
1563.717 6.38&01 9,10E-01 
1567.536 -327E-01 -5.69E-01 
733.1055 -3.09E.01 .3.46E-01 
717.4409 2.43E-01 -3.51 E-01 
514.8575 -3.89E01 2.34E^ 
595.8457 2.016-02 -7.53E^1 
7355784 4.36E-01 -1.75E-01 
978.6584 4.436^1 -9.05E4)2 
893.139 4.45E-01 3.05E-01 
632.9786 3.33E.01 -9.25E-03 
1800.489 7.11E-01 1,12E-02 
752.166 1.13&02 7.02E-O1 
1668.909 2.44E.01 1.87E-01 
504.1821 ^.73E-01 6.94E-01 
1159.538 7.076-01 6.62E-01 
668.1435 5.93e.01 1.08E-01 
1312254 1.08E40O 1.24E400 
932.7666 -1.1 1E+00 .1.43E-01 
1118.827 5,19E-01 8.11E-01 
650.7428 4.24E-02 8.57E-01 
665.044 4.858-01 1.39E-01 
1462.8 3.61 E-01 2.07E-01 
531.4885 .329E-01 4.03E-01 
1733.575 -1.66E.01 -3.69E.02 
882.3271 1.18E+00 722&01 
943.6552 1.3564)1 •2J0E-02 
628.6277 -3.7g&01 2.40E-02 
518.5858 .170E400 -2.67E-01 
1423.596 4.23E-01 3.26E-01 
592.3978 -3.77E-01 -9.84E-02 
576.3525 4.75E-01 6.85E-01 
1741-841 -1.81 E-01 3.07E-01 
1019.924 -1.55E-01 -2.60E-01 
1169228 .1.68E-01 -259E-01 
741.1753 ^.68E-02 S.11&03 
548.3816 2.89E-01 1.6ie-01 
745.7235 .3.14E-01 129E-01 
589.0741 -6.93E-01 -4.78E-01 
500.7932 -2.70E-01 6.81 E-01 
976.6359 .123E+00 .5.95E-01 
565.6072 4.12E-01 5.59E-01 
1084.852 4.26E.01 -450E-01 
834.4521 6.70E-01 -3.78E-Q2 
1521.653 3.8gE-02 1.13E-02 
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MAOH detiydrogenase (ubiquina 1550.612 
NADH dehydrogenase (ubiqutnoi 750.0893 
NAOH dehydrogenase (uWquinor 554.1995 
NAOH dehydrogenase (ubkiuinoi 1110.197 
NAOH dehydrogenase (Ublquinoi 925.3926 
NADH dehydrogenase (ubkjuhoi 1392.873 
NADH dehydrogenase (ubkjujnoi 787.0681 
MADH dehydrogenase (ubkjulnoi 1299.803 
NADH dehydrogenase (obiqulnof 588.5059 
NADH dehydrogenase {ublquinoi 1383.411 
NADH dehydrogenase (ublquinoi 1151.224 
Nef-assodated factor 1 720.2744 
nesca protein 425.9149 
neurablnll 1241.544 
neuronal PAS domain protein 1 1076.259 
Reuronal thread protein 1 831 .592 

neuro^cological ventral antigei 1049.959 
NICE-1 protein 1026.838 
NICE.5 protein 912.7542 
ninjurtn 1 458J23 
nJpsnap homolog 1 {C. elegans) 829.4266 
Nil protein 2 519.1587 
non-canonical ubqunin conjugatit 1336.406 
non-canonical ubquitln con}ifgatii 625.6356 
non-POU domain containing; oct 1083.363 
nudear domain 10 protein 910.7725 
nuclear factor (ejylhroid-derived 1233.751 
nuctear factor l/C (CCAAT-blndin 726X)476 
nudear localizaUon signal delete 465.2933 
nudear protein; marker for men 1473.704 
nudear receptor binding protein 515.949 
midear receptor coactlvatiDr 3 622:7768 
nuclease sensith^ element bind! 1644.614 
nudeolar protein 5A (56kD with } 659.4335 
nudeolar protein family A; memb 466.2539 
nudeophosmln{nodeolarphosp< 1605.368 
nudbc (nudeoslde diphosphate lii 1590.763 
opsin 4 (mefanopsin) 1076.73 
optinetHln 1014.697 
P3I1 protein 322.7444 
paired box gene 9 692.506 
paired l/nmunoglobulln-)tke recef 674.1862 
paraoxonase 2 338.5244 
PCTAJRE pnAein kinase 3 836.5659 
peptldytprdyl isom^se (cydopt 548.5938 
peplidytprolyl isorrorase F (cydo 843.1834 
phosphodiesterase 60; cCMP-sp 373.1208 
phosphofructoMnase; Dver 950.5746 
phosphofiructoMnase; platelet 5733211 
phositfxiproleln enriched in astrc 1330.005 
phosphorylase; glycogen; brain 516.7884 
plasminogen activator; urokinase 1096.052 
plastin 3 (T isoform) 990. 1 1 73 

platelet-acth^ating factor acetylhy 469.9778 
platelet-derived grovythfadorbel 500.6466 
pleckstrin homology; Sec7 and d 578.295 
plelotropic regulator 1 (PRLIhorr 743.7263 
pM5 protein 664.2511 
poly(A) binding protein; cyloptasi 759.4566 
poly(rC) binding protein 2 1 951 .24 1 

polymerase (RNA) tl (DNA dired 552.3545 
polymerase (RNA) 11 (DNA dired 949.7064 
polymerase (RNA) ii (DNA dired 1603.557 
polymerase (RNA) II (ONA dired 437.9544 



665 619.0928 591.6118 3J6E-01 4.39E-01 
1020 1006.958 997.1495 5.e8E-02 7.41E-02 
580 761^7 674.9976 1.57E-01 <2.37E-01 
1080 025.557 865.8021 2.46E-01 BJ!7E-01 
1190 1115.5 1019.33 5.76E-01 6.75E-01 
515 470.683 513.1921 -2.36E-01 -1.07E-01 
1420 1329.749 1395.534 -1.14E-01 .2.15E-02 
532 617.3223 606,105 -I.ISE-OI •3.31E-01 
701 453.8702 590.1129 .4.40E-01 1.87E-01 
423 509.6637 510.095 -2.29E-01 .4.96E-01 
1020 976.7391 994.1804 .1.67E-02 4.26E.02 
1000 1068.579 1004.624 1.81E-01 e.87E-02 
407 307.4404 502.0002 -1.36E+00 -9.61 E-01 
1030 1262.273 1144.777 1J9E^1 -l.eiE-OI 
1040 905.2614 999.5166 .2.17E-01 .1.60E-02 
467 766.6809 603.749 4.09&01 -3.06E-01 
1150 1203.964 1261.007 .2.44E-01 -3.07E-01 
708 274.9715 504.9319 -9.51 E-01 4.14E-01 
905 818.2554 841.2057 3.13E-02 1.76E-01 
1660 677.5006 1028.456 -1.51 E-01 1.14E400 
1930 2137.906 1810.699 6.45E-01 4.96E-01 
1770 1506.934 1570.238 7.39E-02 3.08E-01 
916 795.8725 1120.973 -1.05E*00 -8.49E-01 
777 725.1711 750.6457 .4.87E-02 5.03E-02 
728 1021.163 767.6928 8.e2E-01 3.93E-01 
1440 1111.615 1219.156 1.84E-03 3.71E-01 
768 815.266 836.3224 -1.83E-01 -2.68E-01 
1480 2162.279 1678.472 6.34E-01 8.78E-02 
567 591,1924 648.3703 .4.13E-01 -4.74E-01 
1450 745.8017 1164.524 -7.99E-01 1.S5E-01 
601 532351 573.2205 .1.39E-01 3.43E-02 
1130 1194.001 1234.615 -2.12E-01 •2.96E^1 
443 356.308 650.0945 .1.69E+00 -1.38E+00 
951 424.04 698.4474 .7.64E-01 4.01 E-01 
469 621.9336 505^782 5.46E.01 1.40E-O1 
862 1023.077 1042.081 .2.79E-01 -5.27E-01 
405 60S.3589 695.8521 .8.28E-01 -1.41E+00 
1660 1490.624 1662.051 -2.97E-01 .1,38E-01 
1050 1219.792 1106.982 2.15E.01 1.70E-O3 
1360 381.058 923.3423 -1.43E+00 4.08E-O1 
1390 955.016 1086.502 633E-02 6.09E-01 
689 412.0181 519.6952 -133E-01 5.88E-01 
529 562.9689 640.3075 -539E-01 -6.50E-O1 
868 665.8632 684.4701 339E-01 7.42E-01 
2000 1488.008 1608.811 135E-01 5.83E-01 
808 669.812 701.1992 9.84E-02 3.69E-01 
1210 1234.216 1174303 1.88E-01 1.55E-01 
914 944.6079 923.1712 5.26E-02 5.31E-03 
1180 1043.638 1153.088 .2.41E-01 ^.20E-02 

624 659.6305 669.8575 -1J8E-01 -2.19E-01 
522 536.7333 508.0938 2J)6E-01 1.67E-01 
923 1157.202 1184.738 .3.49E4>1 -6.7SE-01 
948 619.7512 694.4539 2.64E-01 8.77E-01 

1190 932.9058 982.77 1.81 E-01 5.36E-01 
1720 2064.24 1808.771 3.28E-01 6.25E-02 
608 623.2536 630.2325 -8.14E-02 -1.17E-01 

625 594.8443 561.9547 3.51 E-OI 4.22E-01 
1080 1136.972 1275.358 -4.98E-01 -5.67E.01 

211 25U768 684J54 -2.66E+00 -2.91E+00 
1200 1643.887 1305.239 6.10E-01 1.50E-01 
1980 912.1917 1302.823 -1.54E-01 9.66E-01 
349 2231.846 967.7934 2.79E+00 1.12E-01 
380 573.135 548.4374 -2.73E-01 -8.67E-01 
450 558.3225 560.9087 -2.72E-01 -5.83E^1 
891 583.7771 604,4337 7.86E-01 1.40E+0O 
916 632.7298 795.1858 -4.03E-01 1.31E-01 
731 526.6097 602.0621 -5.90EO2 4.14E-01 
925 467.6738 745.2395 -8.50E-01 1.33E-01 
630 699.1887 567.4949 9.06E-01 7.56E-01 
525 774.727 750.1835 -2.95E-01 -8.56E-01 
646 555.9238 591.6879 -4.50E-02 1.71E-01 
1500 2288.098 1704.655 7.83E-01 1.70E-01 
495 988.163 6653476 935E-01 -6.30E-02 
3440 1051313 1861.568 .5.98E-02 1.65E+00 
804 1393.037 1062.438 4.93E-01 -3.00E.01 
674 468.9765 537.6672 -3.08E-03 5.20E-01 
674 456.4576 5433869 -133E-0I 4.28E-01 
740 518.6327 612.22 -137E-01 3.55E-01 
933 8043456 827.0995 1.13E-01 3.27E-01 
423 490.295 525.8869 -4.38E-01 -6.51 E-01 
491 710.9543 653.8285 -932E-02 -6.29E-01 
1490 2128.585 1857.745 lJ?6E-0r .3.86E-01 
529 698.4965 593.4201 3.39E-01 .6.12E-02 
1480 1210.411 1211.761 3.50E-01 6.35E-01 
1820 1413.573 1613.004 -1.82E-01 1.84E-01 
893 528.0144 619.6184 2.70E-01 1.03E40O 
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P0P4 (processing of precursor ; 480.5848 645 551.3561 

poslmeloUc segregation Increase 812.7865 779 532.0548 

potassium channel modUTalory fa 1401.591 1720 1192^ 

prefoldlnl 1631.996 1720 1860.632 

prefordrn2 514.4897 882 833.1525 

prepronoclcepOn 564.2079 464 887.4522 

prion protein (p27-30) (Crculzfeli 797.9495 631 701.8217 

PRO0246 protein 430.412 535 545,8599 

proapoptotlccaspase adaptor pn 1261.463 1650 2553.652 

pFDcoitagen-lysine;2'OxogIutarat 503.7557 477 1993232 

procoOagen-prQlIne; 2-bxofilutars 633.6309 406 575.6835 

progestagen-assodaled endome 367.0939 625 708.8717 

prograrrvned cell de^ 2 735.0961 759 490.3938 

programmed ceD death 6 1055.886 1090 1356.597 

proNmin 2045.693 1810 1600.236 

pronferatlon-assodaled 2G4; 38J 1902.387 1390 2003.135 

proline /kh 2 1927.78 1S30 1475.973 

prollne-rich protein BstNl subtam 9973582 1290 1404.4 

pTDteasome fprosome; imcropaif 1010.463 1200 1059.594 

proleasome (prosome: nQcropab 1037.339 1150 1193 

proleasome (pnosome; macropali 1D43J75 498 563.7775 

proteasome (prosome; macropait 763.7632 622 506.8297 

proteasome (prosome; macropali 644.3008 594 331.4286 

pfoleasome (prosome; macfopaii 2159.327 1230 1637.67 

proteasome (prosome; macropali 460.8083 724 588.5346 

proteasome (prosome; macropali 1240.243 1030 1685.116 

proteasome (prosome; macropah 1804.777 1570 1800.731 

proteasome (prosome; macropali 766.589 767 7752704 

proteasome (prosome; maaopali 1242.517 1540 1139.994 

proteasome (prosome: macropali 1832.921 2110 1617.062 

proteasome (prosome; macropaii 797.3912 905 505.3638 

proteasome (prosome; macropali 771.1998 1630 1002.72 

protective proton for beta-galacb 1539.157 907 980.3046 

protein 0 recepton endothelial (E 692.1589 702 488.5084 

proletn disulfide isomerase-relatf 1061.309 407 859.022S 

protein tdnase (cAMP-dependent 650.9588 1040 754.6101 

protein Idnasfi C binding protein 380.9448 587 630.5497 

protein kinase; AMP-acUvaled: g: 482,8359 572 841.1745 

protein Idnase; cAMP-dependent 643.0385 629 901.5293 

Protein P3 629.0069 607 617.0621 

protein phosphatase 1: regulator 1728.646 1760 1404.855 

protein phosphatase 1; regulator 532.1136 621 563.7663 

protein phosphatase 1; regulator 634.9759 963 753.9045 

protein phosphatase 2 (formerly: 1056.276 1120 798.6526 

protein phosphatase 2A; regulate 925.4458 905 1160,437 

protein phosphatase 4 (formerly; 1791.171 1220 1064.665 

protem phosphatase 6: catalytic! 998.7 1070 738.4815 

protein trans<ocation complex be« 1049.306 1050 1428.451 

protein tyrosine phosphatase; no 639.2381 741 591.4877 

protein tyrosine phosphatase; ret 1882.284 1880 2019.865 

protocadherin 16 dachsous-nke ( 967.2552 906 1070.494 

PRP4 pre-mRNA processing Fact 777.1081 549 569.3749 

PTD013 protein 652.1251 701 1031.739 

pumilio homolog 1 (Drosophita) 842.4925 1170 1047.18 

putative add-sensing ion channe 742.723 752 678.3813 

putative c-Myc-responsive 473.6498 621 459.383 

putative cyclin G1 interacting pro 1118.374 1190 1238.925 

putative integral membrane trans 966.4384 544 569.8565 

putathfs receptor protein 399.9305 650 591.3162 

putative secreted protein 373.307 485 742.537 

pyTroiine'5-carboxytatesynlheta! 406.7128 302 905.8993 

qulesclnoe 745,299 585 824,2489 

quinone oxidoreductase homolot 710.5753 1160 651.2257 

Rab geranylgeranyl transferase; I 758.1496 727 938.6179 

RAB interacting factor 645.5902 859 577.3956 

RAB1 IB; member RASoncogem 926.8757 1030 1224.758 

RAB13: member RAS oncogene 619.0867 935 1131.86 

RAB14: member RAS oncogene 543.7425 584 586.1635 

RA81B; member RAS oncogene 459.4786 794 634.6516 

RAB1 A: member RAS or>cogene 1039.455 767 993.585 

RAB1B; member RAS oncogene 526.9882 691 696.5292 

RAB2: member RAS oncogene fj 1483.703 1900 2195.304 

RAB3D: member RAS oncogene 908.9015 638 556.2242 

RAB5B: member RAS oncogene 598.5113 708 393.3892 

RAB6A: member RAS oncogene 503.1507 655 416.7552 

RAN binding protein 1 1438.305 1180 1786.177 

Ran binding protein 11 1505.224 1180 1273.677 

RAP1;GTPase3cUvatingprotelr 875.8692 414 461.3322 

Ras homolog enriched in brain 2 1435.587 2190 1635.792 

ras homolog gene family; membe 534.6169 1520 399,0517 

ras homolog g&nefartly;membe 1022.646 872 1019.472 

RAS p21 protein activator (GTPa 615.946 623 627.059 

Ras suppressor protein 1 1543.953 1920 2317.155 

Ras-GTPase-acUvaling proteins 846.7267 789 571.1476 

Recap; a meioUc recombination! 1334.371 1200 1325.85 

receptor (calcitonin) adivily modi 572.8174 519 899.2606 



568.9966 
708.0473 
1438.402 
1737289 
743,3158 
638.4071 
710.1438 
504.0018 
1820.221 
991.2271 
538.3489 
567.0247 
661.3332 
1167.782 
1818.121 

1763.59 
1643.691 
1232.034 
1090.401 
1127.919 
701.7628 
530.7237 
523.3702 
167S3B6 
591.0419 

1317.42 
1724.253 
769.7417 
1308.162 

1853.89 

735.864 
1133,626 
1142.279 
694,2014 
782.4339 
814.4047 
532.9442 
632.0978 
724.5168 
584.2407 
1630.486 
578.9436 
784.0242 

992.192 
996.8116 
1357.256 
936.2693 
1175.447 
657,1953 
1928.827 
981.1143 
631.8368 
794.9108 
1019^33 
727.7123 
517.9666 
1183.655 
693.4947 

547.029 
533.7168 
538.0842 
718,0657 
839.1208 
807.7755 
693.8748 
1060.693 
895.2783 
571.2023 
629,3713 
933.4801 
638.0939 
1858.384 

701.181 
566.5498 
524.9788 
1468.585 
1319.368 
5B3.6391 

1754.23 
816.6152 
971.4616 
622.1475 
1925.544 
735.5498 
1286.027 
663.6562 



1.98E-01 
-6.11E-01 
-2.33E-01 
1.89E-01 
6.96E-01 
6.53E-01 

-i.asE-oi 

3.45E-01 
1.02E+00 
1.98&HK> 
-1.38E-01 
9.49E-01 
-5.84E-01 
3.62E-01 
-3.54E-01 
7.44E-02 
-3.85E-01 
4.93E-01 
6.85E-02 
2.02E-01 
-8.89E-01 
.5.92E-01 
•9.59E-01 
•3.99E-01 
3.53E-01 
4.42E-01 
-3.24E-03 
1.62E-C2 
.1.24E-01 
-1.81E-01 
-6.58E-01 
3.79E-01 
-6.51E-01 
-8.69E-01 
-3.32E-01 
2.13E-01 
7.27E-01 
8.01 E-01 
4.87E-01 
2.22E-01 
•2.99E-01 
1.34E-01 
2.48E-01 
-4.10E-01 
3.26E-01 
-7.51 E-01 
•4.35E-01 
4.4SE-01 
-1.12E-01 
1.02E-01 
1.46E-01 
-4.49E-01 
6.62E-01 
3.14E-01 
-1.31 E-01 
•4.41E-02 
1.48E4)1 
-7.62E-01 
5.64E-01 
9.92E4)1 
1.16E+00 
1.45E-01 
-1.26E^1 
3.08E-01 
-1.61E-01 
4.02E-01 
8.70E-01 
1.08E-01 
4.66E'01 
-6.51 E^2 
4.02E-01 
S.65E-01 
-7.08E-01 
-6.05E-01 
.2.72E'01 
3.13E^1 
-2,41 e-01 
-9.25E-01 
1.88E-01 
-4.22E-01 
•4.48E-03 
2.58E-02 
5.86E-01 
-5.6GE-01 
•9.24E-03 
6.51 E-01 



4.25E-01 
-6.07E-02 
2.97E-01 
7.51&02 
7.78E-01 
-2.83E-01 
-3J9E-01 
3.13E-01 
3.83E-01 
•7.97E-02 
•6.44E.01 
7.68S-01 
4.52E.02 
4.70E-02 
•1,7eE-01 
•4.58E-01 
•3JS&01 
3.76E-01 
2.49E.01 
1.53E-01 
-1.07E+00 
-2.97E-01 
.1.16E-01 
^.13E-01 
631E-01 
-2.72E-01 
•2.04E-01 
1.46E-03 
3.12E-01 
2.04E-01 
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2.13E.01 
1.57&03 
-9.50E-02 
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3.11 E-01 
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-1.55E-01 
-1.43E-01 
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repHcaUon protein A3 (14kD) 544.0212 502 924.5385 656.7974 7.65E-01 -1.16E-01 

repressor of estrogen receptor ai 1139.283 689 1233.151 1020.486 1.14E-01 -7^5E-01 

retproio-oncogeneCmulUpteend 769J2484 602 803.931 725.1999 6.36E^)2 -3.53E-01 

re«cuIon4 1459.586 586 927.9776 991.1835 ^.53E-01 -1.32E+00 

reUnal G protein coupled recepto 403.1219 497 627.4175 509.1489 6.38E-01 3.02E-01 

reUnoblasioma binding protein 7 1539.006 1410 798.8744 1250.347 •9.46E-01 -1.23E-01 

retlnolc add Induced 3 678.1926 713 208.6352 532.4837 -1.71 E+00 7.14E-02 

reUnolc add receptor-beta assoc 1060232 979 1013.444 1017.603 -6.51E-02 -1.15E-01 

retlnolc add represslble protein 610.5279 728 586.2413 641.044 -5.86E-02 2.51E-01 

RhoGTPaseadtvallng protein 5 560.443 807 514.6138 627^9 -1J23E-01 5.27E-01 

RhoOTPaseacDvatlno protein 6 1257.146 806 895.7191 98&a979 -4.e9&01 •6.41E-01 

Rho-spedftc guanine nudeoUde 6515484 577 366.4761 531.8448 -8.31 E-01 -1.76E-01 

ribonudcase:RNaseAlarrtIy:1 1294.476 3040 1592.811 1976.991 2.99E-01 1.23E+00 

ribcptiorlnl 1493.814 1350 2248.214 1700.316 5.90E-01 -1J7E-01 

ribophorlnll 1574.181 1170 1880.047 1540.461 2.S5E-01 .4.32E-01 

n-bosomal protefn L13 2091256 1200 1924.546 1739.922 -120E-01 -7S7E-01 

ribosomal protein L13a 1928.024 2060 1091.46 1694.794 -821E^1 9.89E^2 

rfbosomal protein S19 1794.644 1480 2253.771 1841.785 329E-01 -2.81 E-OI 

ring finger protein 4 7562395 661 668.8027 695.4611 -1.77E-01 -1.93E-01 

ring finger proteins 1016.837 949 1126.187 1030.596 1.47E01 -l.OOE-01 

RNA(9uantne-7-)roethyltransfer. 572.6495 730 390.498 564.3847 -5.52E-01 3.50E-O1 

RNAWndlngmolif protein 4 533.7121 628 430.5298 530.87 -3.10E-01 2.36E-01 

RNA binding motif protein 7 368.8423 710 558.043 545.5838 557E-01 9.45&^1 

RNA binding protein (autcanBgei 499.5699 737 506.822 581.142 2.08E^2 5.61&01 

f^NA-binc9ng protein gene with ir 845.0994 659 640.4514 714.6837 •4.00E-01 -aeOE^ 

RNA-blndlng protein regulatory s 1914J6 1400 2563.974 1958.111 421E-01 -4.S6E^1 

SlOOcaWum binding protein Ai: 492.6196 421 675.1457 529.713 4.55E-01 -225E-01 

S-adenosylhomocystelne tiydrols 550.6181 603 478.692 544.258 -2.02E-01 1.32E-01 

S-adcnosylhomocystelnehydrDk 1460.581 526 466.4887 817.8431 -1.65E+O0 .1.47E-»O0 

seaetorycanier membrane proU 661.3975 460 481.9262 534.3923 -4.57E-01 -5.24E-01 

sema domain; Immunoglobulin A 795.0564 768 943.1132 8352276 2.46E-01 •5.0gE-02 

serine protease InhWtonKonltzl 1295263 1260 641.0775 1066.162 -1X)1E+00 •3.74E^ 

serine protease inhibitor. Kunllzl 1379.545 1740 876.4128 1332.552 -6.55E-01 3.36E4)1 

serine threonine kinase 39 (STB 1230.117 1030 841.1872 1032.185 -5.48E-01 •2.63E-01 

sertneAhreonlne kinase 4 750.7132 838 756.1662 7813546 1.04E-O2 1.58E'01 

serologically defined breast cane 1279.414 1160 1907.544 1448.986 5.76E-01 -1.41E-01 

serum amyloid A4:consBtulhre 754.5041 1310 811.5701 959.3499 1.05E-01 7.98E-01 

seven transmembrane domain pr 761.3872 778 799.0998 779.5745 6.97E-02 3.16E-02 

SH3-dom9in binding protein 4 1204.005 1710 1539.363 1483.624 3.54E-01 5.04E'01 

slatldase 1 Oysosomal slaUdase) 712.4593 680 498.7449 630.4428 -S.1SE-01 •6.70E-02 

sla!yItr3nsferase8A(alpha-N.aa 622.4236 478 462.7941 520.9105 -42BE«1 •3.82E-01 

signal pepUdase 12kDa 449.125 742 887.4615 692.8575 9J3E-01 724E^1 

signal peptidase complex (18kD) 630J617 515 732.1592 626.0198 2.16E-01 •2.91E-01 

signal recognHionpartlde72kD 104023 818 841.5078 899.9534 -3.06E-O1 -3.47E-01 

signal recognaion partide 72kD 1473.56 965 14222 1286.822 -5.12E-02 -6.11E-01 

signal sequence receptor; gamm 1150.724 450 1654.744 1085.128 524E-01 -1.35E+00 

signal transducer and activator o 671.5038 545 348.0347 521.4351 -9.48E-01 •3.02E-01 

Signal transducing adaptor mdec 827.9851 1020 725.7017 857.8322 -1.90E-01 3.01E-01 

sinrtiJar to ralnudear ubiquitous t 749.7561 530 1258.65 846.2392 7.47E-01 -5.00E-01 

sImnartoS.cerevtelaeRER1 710.8499 635 933.6382 759.8427 3.93E-01 •1.63E41 

similar to S.pombedim1+ 7012292 753 903.6926 786.0877 3.66E-01 1.03E^I1 

similar to yeast BET3(S.cerevis 1759.348 1750 1443578 1850.871 -2.85E^1 .7.94E-03 

single-stranded DMA binding pro 1254.277 894 1034.75 1064.292 -2.89E-01 -S.OOE-OI 

S{ogren syndrome antigen B (aut 850.9691 744 930.6428 841.9268 129E-01 -1.93E-01 

smannudearribonudeopfOlelnC 316.3597 1260 1042.335 1073.82 1.86E-01 4.63E-01 

small nudear ribonudeoprolein f 548.0261 310 685.6638 514.5708 3 23E-01 •822E-01 

smannudearribonudeoproleinf 502.6355 570 659.9879 5811)279 4.15E-01 1.83E-01 

sman nudear nl}onudeoprote)n( 1054.327 1450 1302.742 1269.64 3.05E-01 4.62E-01 

sman nudear rtfaonudeopioteln I 1901214 1740 1818.557 1819.876 -8.41 E-02 -1.28E.01 

small nudear Hbonudeoproieinf 382.4892 734 593.847 5702015 6.35E-01 9.41E^)1 

small nudear ribonudeoprolein p 2036.574 1280 1737.398 1686.175 -2.29E-01 -6.65E-01 

small nudear RNA activating cor 517.5819 684 648.0121 616.6789 3.24E-01 4.03E-01 

small prolineiich protein 2A 290.6174 1030 839.3072 7212318 1.53E-K)0 1.83E+00 

SMT3 suppressor of mif two 3 ho 791.7437 658 962.4453 804.107 2.82E-01 -2.67E-01 

SNRPN upstream reading frame 1581.907 2270 1670.964 1839.36 7.90E-02 518E-01 

solute carrier family 1 2 (sodium/f 591.8676 740 5172382 616.497 -1.94E-01 323E-01 

solute carrier family 25 (miloChor 476.3075 518 577.6319 523.9535 2.79E^1 1.20EM)1 

solute carrier family 31 (copper b 1227.872 1010 1769.026 1338.855 S27E-01 -2.77E-01 

solute carrier family 4; anion exd 1614.362 1560 1704.134 1624.765 7.81E-02 -5.33E-02 

sohile carrier famfly 7 (catlonlcai 832.6996 632 1032.106 832.1088 3.10E-01 -3.99E-01 

sonofseventesshomolog2(Dro 476.9505 568 680.8529 575.1528 5.14E-01 2.51 E-01 

sorting nexin 2 364.9343 931 769.5782 688.5915 1.08E+00 1.35E+00 

sorting nexin 3 1008.916 1350 1180.469 1180.399 227E-01 4.22E-01 

sorting nexIn 5 676.0975 647 688.5568 670.591 2.63E-02 .6.32E-02 

spectrin; beta: non-erythrocyticl 571.4909 679 387.0403 545.6922 •5.62E-01 2.49E-01 

spermine synthase 895.1994 854 770.002 839.7693 -2.17E-01 •6.78E-02 

spleen focus forming virus (SFFV 1307.418 1150 1646278 1368.573 3.32E-01 -1.90E-01 

splidng factor 1 547.0998 499 7822929 609.3562 5.1GE-01 -1.34E-01 

splk:ingfactor3b;subunil4;49W 4412394 612 540,0723 530.9445 2,92E-01 4.71 E-O! 

splidng facton arginine/serine^ 7382591 553 551.9082 614.261 -4.20E-01 -4.18E-01 

splidng factor. arginine/serine-ri< 553.5808 527 488.5465 522.9409 -1.80E-01 -7 18E-02 

spHdng fador: argirfnc/serlne-r»(. 1547.474 1460 1428273 1480.13 .1.16E-01 -7.94E-02 

SRB7 suppressor of RNA pdymc 712.8850 574 725.0591 670.5377 2MBXa -S-ISE-OI 

SRp25 nudear protein 495.796 558 515.095 522.8318 551E^)2 1 69E-01 

SRY (sex detenrtnlng region YH 774.5162 970 714.8666 819.674 -l.ieE^I 324&01 

SRV (sex determining region YH 497.0808 530 550.1706 525.7297 1.46E-01 925E-a2 
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STIP1 homology and U-8oxcon1. 706.6078 538 543.7559 596.1019 -3.78E-01 -3.93E-01 

slress-assodaled endoplasmic « 1683.36 1220 2201.647 1700.638 3.87E-01 •4.68E-01 

slress-lnduced-phosphoproteln 1 436.1143 549 517.5834 500.9139 2.47C-01 3J2E-01 

succinate dehydrogenase compli 701.7228 902 751.7357 785.3111 9.93E-02 3.63E-01 

sucdnale dehydrogenase compli 628.8405 505 672.375 601.9355 9.66E-02 -3.18E-01 

SUCdnate^AUgase-.GDP-fOftrt 704.4006 491 553.293 582.7447 -3.486-01 -5.22E-01 

SUMO-1 acOvaUng enzyme subu 776.4199 499 433.2742 569.4163 •8.42E-01 -6.39E-01 

suppressor of Ty 4 homolog 1 (S 813.5735 1440 991.3588 1081.744 2.85E-01 8.24E-01 

suffettt 468.3514 522 583.8097 524.7026 3.18E-01 1.56E-01 

SWI/SNF related: matrix assoda 1047.14 1280 1212.614 1178.519 2.12E-01 2.85E-01 

synaplopocDn 683.4973 536 421.1841 546.8885 •6.98E-01 •3.51E-01 

synaptosomal-assodaled protdn 830.7721 1030 686.6755 849.1506 -2.75e-01 3.10E-01 

syndecan binding proleln (synter 625.6962 640 379.1899 548.1569 •7.23E-01 3.17E-02 

syntaxln t)indlng protein 2 661.0175 556 840.6951 686.0183 3.47E-01 •2.49E-01 

TAF15RNA polymerase »:TAT^ 873.5584 605 1063.778 847.4936 2.84E-01 -5.30E-01 

lallnl 1342.238 1170 2385.625 1625.187 8.18E-01 .2.01E4)1 

Tara-like protein 899.0807 448 496.1404 614.3777 -8.58E-01 -1.01 E+00 

Taxi (human T-cell leukemia vin 899.9979 1190 926.2314 1004.505 4.1SE-02 4.00E-01 

T-box; brain; 1 1407.309 1750 1777.BB9 1645.184 3.37&01 3.15&01 

teratocardnoma^erived gro«vth f 2037.212 1590 1447.46 1690.262 •4.93E^f -3.61 E-OI 

testis enhanced gene transcript ( 1540.968 1330 1972.323 1615.143 3.S6E-01 •2.10E-01 

lestis-speciBc kinase 1 837.6269 796 708.1178 780.661 '2.42E-01 -7.31E-02 

tetraspan2 468.1564 702 375.3225 515.2157 -3.19E-01 5.85E-01 

tetraspanS 1025.362 742 545.9662 770.9441 -9.09E-01 -4.6eE-01 

letraspan NET-6 protein 702.1579 676 359.1921 579.9636 -9.67E-01 -S-SSE-Oa 

letrabtcopeptide repeat domain 1 706.3536 691 635.5379 744.2616 -1.52E-01 3.35E^1 

TGFB Inducible early growth resi 445.9691 601 679.2931 575.4732 6.07E-01 4.31 E-01 

TGFWndiiced factor {TAI^fami 885.9 1290 1140.439 1105.268 3.54E-01 5.42E-01 

thJoredoxin domain-containing 409.6333 426 686.7997 507.428 7.46E-01 6,60E-02 

tWoredOxIn-llIce; 32kD 1821.595 1710 1548.596 1693.179 -2.34E-01 -9.18E-02 

Thy^l cell surface antigen 169.8064 298 4157.367 1541.609 4.61 E+00 8.10E-01 

thyroid autoantlgen70kO{Kuanl 1172.56 1490 1395.603 1353.001 2.51E-01 3.46E-01 

Ussue Inhibitor Of melaHoproteins 360.2533 354 913.1351 542.4517 1.34E+00 -2.54E-02 
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WHAT IS CLAIMED IS : 

1. A method for transforming IP cells that express markers of acinar cells and liver- 
associated genes into insulin-producing cells in vitro^ comprising culturing said IP 
cells in a cell culture medium comprising an effective amount of at least one 
differentiation promoting factor selected from the group consisting of C- 
Natriuretic Peptide (CNP), Calcitonin Gene Related Peptide, Cholera Toxin B 
Subunit, Dexamethasone, Gastrin-Releasing Peptide, Laminin, Met-Enkephalin, 
PDGFAA+PDGFJ^^ Sonic Hedgehog, and Substance P such that the IP cells are 
transformed into insulin-producing cells. 

2. The method of claim 1 , wherein the IP cells are derived from a culture of 
^ pancreatic acinar cells. 

3. The method of claim 2, wherein the cells are human. 

4. The method of claim 1, fiirther comprising contacting said cells with a substrate 
that is coated with one or more extracellular matrix molecules. 

5. The method of claim 4, wherein the extracellular matrix molecules are collagen I, 
collagen VI, collagen IV, vitronectin, and/or fibronectin. 

6. The method of claim 4, wherein the substrate is on the surface of a flask, petri 
dish, plate, well or roller bottle, or is part of a scaffold. 

7. The method of claim 1 , wherein the medium is serum-free. 

8. The method of claim 1, wherein the mediimi comprises serum. 

9. The method of claim 7, wherein the medium comprises BS A, insulin, transferrin, 
selenium and epidermal growth factor (EGF). 

10. The method of claim 3, wherein the cells are seeded on the substrate at a density 
of 5x10^ to 20x10^ cellsW. 

11. An isolated insulin-producing cell generated by the method of claim 1 . 

12. An insulin-producing cell, prepared by differentiating a mammalian acinar cell in 
vitro, wherein said insulin-producing cell has an expression profile after 16 days 
ex vivo as shown in Table 6. 

13. A serum-free medium comprising at least one differentiation promoting factor 
selected from the group consisting of C-Natriuretic Peptide (CNP), Calcitonin 
Gene Related Peptide, Cholera Toxin B Subunit, Dexamethasone, Gastrin- 



94 



wo 03/102171 



PCTAJS03/16096 



Releasing Peptide, Laminin, Met-Enkephalin, PDGFAA+PDGFBB, Sonic 
Hedgehog, and Substance P wherein said medium facilitates differentiation of ff 
cells into insulin-producing cells. 

A serum free medium comprising a 1:1 mixture of DMEM and Hams F12 plus the 
components listed in Table 2. 

A kit suitable for differentiating IP cells to insulin-producing cells, comprising 

a) a base medium suitable for the cultivation of mammalian epithelial cells; 

b) a collagen I coated culture substrate, and, separately packaged, 

c) a serum-free medium supplement containing BSA, C-Natriuretic Peptide 
(CNP), Calcitonin Gene Related Peptide, Cholera Toxin B Subunit, 
Dexamethasone, Gastrin-Releasing Peptide, Laminin, Met-Enkephalin, 
PDGFAA+PDGFBB, Sonic Hedgehog, and Substance P or two or more of these 
components in combination, m suitable amounts to yield final concentrations in 
the completed medium as indicated in Table 1 herein. 

The kit of claim 15, wherein the cell culture substrate is contained on the surface 
of a flask, bottle, petri dish, plate or well suitable for cell culture. 
The method of claim 1, wherem tiie cell culture medium comprises a 1:1 mixture 
ofDMEM and Hams 12. 

The serum-free medium of claim 13 which comprises a 1:1 mixture ofDMEM 
and Hams 12. 

The method of claim 1, wherein said differentiation promoting factors have the 
concentrations in the medium as indicated in Table 1. 

The serum-free medium of claim 13, wherein said differentiation promoting 
factors have the concentrations in the medium as indicated in Table 1. 
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Human pancreatic celts were seeded onto tissue culture treated 
polystyrene in either DMEM commercial media + 10% fetal bovme 
serum or in our BDT pancreatic cell media (PCM) + 10% fetal bovine 
scrum. Replicate cultures were harvested at 3-day intervals via 
trypsiraation and live cells (as determined by trypan blue exclusion) 
were enumerated on a hemacytometer. 
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Primary Human Pancreatic Cells 
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Figure 4A 



Total Cftil Number: Effect of Surface 



Figure 4B 



Cell Phenotype After Expansion on Surfaces 




Figure 5A 



Figure 5B 



Phenotype After Expansion In PCM 
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Figure 9 

Day 1 Day 2 




Figure lOA-B 



Primary human pancreatic cells were expanded In serum-containing media on 
collagen 1 coated surface. Images were analyzed to determine total cells (blue 
nuclei) and total positives (blue nuclei surrounded by green staining for CK19), 
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C -Peptide Release Upon Glucose Challenge 
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Media Formulation 



Figure 13C 
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